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Rickettsiae are obligately intracellular bacteria that are transmitted to vertebrates by a variety of arthropod vectors, primarily by fleas and ticks. Once transmitted or experimentally
inoculated into susceptible mammals, some rickettsiae may cause febrile illness of different morbidity and mortality, and which can manifest with different types of exhanthems in
humans. However, most rickettsiae circulate in diverse sylvatic or peridomestic reservoirs
without having obvious impacts on their vertebrate hosts or affecting humans. We have analyzed the key features of tick-borne maintenance of rickettsiae, which may provide a deeper
basis for understanding those complex invertebrate interactions and strategies that have
permitted survival and circulation of divergent rickettsiae in nature. Rickettsiae are found in
association with a wide range of hard and soft ticks, which feed on very different species
of large and small animals. Maintenance of rickettsiae in these vector systems is driven
by both vertical and horizontal transmission strategies, but some species of Rickettsia are
also known to cause detrimental effects on their arthropod vectors. Contrary to common
belief, the role of vertebrate animal hosts in maintenance of rickettsiae is very incompletely
understood. Some clearly play only the essential role of providing a blood meal to the tick
while other hosts may supply crucial supplemental functions for effective agent transmission by the vectors. This review summarizes the importance of some recent findings with
known and new vectors that afford an improved understanding of the eco-epidemiology of
rickettsiae; the public health implications of that information for rickettsial diseases are also
described. Special attention is paid to the co-circulation of different species and genotypes
of rickettsiae within the same endemic areas and how these observations may influence,
correctly or incorrectly, trends, and conclusions drawn from the surveillance of rickettsial
diseases in humans.
Keywords: Rickettsia, spotted fever rickettsioses, ticks, co-feeding transmission, transovarial maintenance, acquisition feeding, eco-epidemiology, molecular epidemiology

INTRODUCTION
Rickettsiae are obligately intracellular bacteria with complex life
cycles that are dependent upon certain animals, mostly vertebrate mammals, and also include reptiles and birds, and diverse
arthropods for their survival. Among them, arguably, the tickborne agents are the best studied group. These certainly are
the most important group as regards veterinary, wildlife, and
human diseases because they transmit most of the large spotted
fever group of rickettsiae (SFGR) that cause disease in humans.
These currently include over 25 formally recognized species and
an ever growing number of unnamed and non-cultivated genotypes, which are still poorly characterized (1). However, some
of these new rickettsiae have proven to be causes of emerging
human diseases; they are often first recognized from their associations with different animals and their ectoparasites and only
later detected in clinical specimens and associated with specific
diseases. Most frequently, the detection of new rickettsiae has
occurred by detailed examination of different species of ticks so
this distribution may well be biased by that methodology, rather
than reflecting the true abundance and distribution of rickettsial
lineages in nature (2).
www.frontiersin.org

The majority of tick-borne rickettsiae belong to the core classic spotted fever group (3). This bias may, in fact, just reflect the
focus of medical and veterinary studies on ticks and the use of
classic procedures and molecular procedures that work well only
with this subgroup, rather than the diversity of rickettsiae found
in ticks, let alone the full range of arthropods known to harbor
rickettsiae. Historically, SFGR were referred to as the agents of a
group of endemic rickettsioses, implying their focal distribution
and limited associations with specific ecological settings (4). The
advent of molecular tools and their commonplace application to
investigation of associations of rickettsiae with their animal and
invertebrate hosts has significantly changed this picture and our
understanding of these variable associations. In 1982, Nyven Marchette wrote that the ecological relationships of rickettsiae for the
most part are known or at least amenable to investigation (5). In his
extended monograph, Dr. Marchette thoroughly summarized the
facts about known or reported associations of spotted fever group
rickettsiae with different tick species but sadly, many aspects of
these associations still remain unexplored more than 40 years later
(6), possibly due in part to overreliance on tools developed in the
“molecular era.”
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Eremeeva and Dasch

Typically rickettsioses are described as zoonotic diseases,
although, the term “zoonosis” is rather inaccurate and loosely used
in this context compared to its primary definition as a disease that
normally exists in animals but can infect humans. Indeed, two
contemporary unresolved issues regarding rickettsioses and public
health are highlighted with this problematic usage: (a) How large a
role do animal hosts play in the life cycle of rickettsiae, aside from
their essential role as a blood source for their tick hosts? Do true
zoonotic rickettsial infections really occur? and (b) What routes of
infection of animals and humans are most important in the acquisition of spotted fever rickettsioses? Is the feeding and salivating
tick or the infected tick itself all that is important in transmission? – Are infected excreta of ticks important source of infection
and do these infectious powders originate directly from the animal
hosts of ticks post feeding, from a tick contaminated environment
or only on a host during the acquisition of the blood meal?
Here, we evaluate and reflect on the contemporary knowledge and understanding of Rickettsia–host and Rickettsia–vector
interactions in the greater context of recent findings on invertebrate immunity, microbial communities of arthropods, and
especially on vector associations with various primary and secondary endosymbionts. We attempt to identify key gaps in our
understanding of the eco-epidemiology of SFG rickettsioses and
their importance for understanding the epidemiology of human
diseases caused by these microorganisms. Finally, we discuss
how these varied biological associations in ticks may influence
outbreaks of rickettsial infections, their implications for epidemiological investigations, and provide relevant public health
recommendations.
To paraphrase George Santayana and take his advice (7), we
will first review current dogma and then revisit the conclusions of
the pre-molecular era in order to suggest what is still needed from
contemporary investigations. In particular, we examine the gaps in
the ways that our increasingly powerful contemporary molecular
tools are being used to address these questions.

RECENT SHIFTS IN DOGMA ABOUT THE EPIDEMIOLOGY OF
CLASSIC RICKETTSIAL TICK-BORNE DISEASES
The incidence of tick-borne rickettsial diseases is currently going
through its second pronounced increase in the last 40 years. Since
1970s, four endemic rickettsioses Rocky Mountain spotted fever
(RMSF), Mediterranean spotted fever (MSF), North Asian tick
typhus (NATT), and Queensland tick typhus (QTT), have been on
a continuous increase (4). The incidence of Japanese spotted fever
has also increased steadily since its discovery in the mid-1980s (8).
It is possible that other tick-borne rickettsial infections have shown
similar increases but only these more common and severe diseases
have much useful, albeit based on the limits imposed by contemporary views, disease surveillance information. Ecological factors,
particularly those driven by climate change, surveillance methodologies, and human population increases and behavioral changes
(recreation, association with nature) may all be contributing factors to this phenomenon (9, 10). Elevated attention to this increase
and the advent and adaptation of new molecular tools used for field
and laboratory studies in the 1990s, complemented by increased
funding support for these studies has opened Pandora’s Box. The
discovery and description of novel nosological entities caused by
previously unknown spotted fever group rickettsiae has continued
Frontiers in Public Health | Epidemiology
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unabated since then (1, 11). Consequently, to a degree, the traditional views of tick-borne rickettsioses as endemic diseases with
largely focal distributions and limited host and geographic ranges,
predetermined seasonality and defined tick associations became
obsolete or at least very incomplete (12). This expansion of our
awareness about the existence of other rickettsial agents with varied clinical and epidemiological attributes has been thoroughly
reviewed but it has presented new challenges to the medical and
public health communities (1). This paradigm shift is due to the
fact that numerous rickettsiae of unknown to variable degrees of
pathogenicity for humans co-circulate in overlapping geographic
regions and may even be found in the same tick species. The details
of these findings and those vector and geographic associations have
been reviewed and summarized by several authors (1, 11).
Within the limits of current knowledge, RMSF is endemic
throughout the Americas and MSF is endemic through southern Europe and Africa to the Asian subcontinent. These are still
the most prevalent spotted fever rickettsioses requiring medical
attention and stand out for their morbidity and mortality. Thus,
these are still the priority agents for surveillance of reportable
rickettsial diseases in the corresponding countries where they are
found. At least eight human rickettsial pathogens circulate in ticks
in different and often overlapping parts of Eurasia (including R.
conorii, R. massiliae, R. slovaca, R. raoultii, R. sibirica, R. mongolotimonae, R. helvetica, R. rioja, and possibly others), at least
four in Africa (R. africae, R. conorii, R. massiliae, and R. aeschlimanni), four in Australia (R. australis, R. honei, and R. honei subsp.
marmionii and possibly R. gravesii), and several in the Americas
(R. rickettsii, R. parkeri, and R. massiliae). Rickettsia amblyommii
and its closely relatives are highly prevalent SFG rickettsiae in
the aggressive human-biting tick Amblyomma americanum in the
USA and Amblyomma spp. in Central and South America; their
pathogenicity for humans is widely speculated but not yet clearly
demonstrated (1, 13–15). Some rickettsioses are known to cause
only a handful of cases but it remains to be determined whether
their impact will always be small because of their low pathogenicity
or low vector carriage or transmission potential or these numbers are just a reflection of their being discovered only recently
and diagnostic assays are still insufficiently specific to determine
which agent is causing an infection. However, even low pathogenicity agents may contribute to the apparent overall increased
incidence of rickettsial diseases in the world because cross-reactive
serological tests are still the primary means for diagnosing rickettsioses. Many of these “cases” may, in fact, reflect an unrelated
exposure to a tick bearing a Rickettsia agent that caused an immune
response rather than the occurrence of a rickettsiosis. This fact led
to the change in national reporting of RMSF cases in the United
States to their classification as spotted fever rickettsioses. Consequently, a central issue for public health remains: whether or how
our greatly expanded knowledge on the current temporal and spatial distribution of rickettsial agents will have any effect on medical
practice and the diagnosis of rickettsioses. This is particularly true
for underdeveloped regions where rickettsioses may occur in the
same locations as high impact diseases such as malaria, leptospirosis, arboviral infections, and other diseases presenting initially with
a fever, headache, and/or rash – the most prevalent manifestations of rickettsioses. It is more likely that a better understanding
of the complexity of the eco-epidemiology of rickettsial agents
April 2015 | Volume 3 | Article 55 | 2
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with shared vectors and animal hosts will be useful primarily for
improved modeling of the life cycles of these agents, for improving
our surveillance and outbreak response tools for rickettsioses, and
for establishing cost-effective targeted control efforts for the primary problematic agents or their vectors. Whether this long-range
strategy will be of greater benefit to society by reducing the disease
burden from nature than educational efforts to ensure proper clinical recognition of the affected individuals, or by developing much
better therapeutic regimens based on bactericidal antibiotics to
reduce the burden of hospitalization, long-term sequelae, or fatal
infections is currently unknown.

BASIC CONCEPTS ABOUT RICKETTSIAE AND RICKETTSIAL
ECOLOGY
Two basic concepts about tick-borne rickettsial ecology originated
in the seminal observations made by Ricketts early in the twentieth century who hypothesized that the agent of RMSF, R. rickettsii,
is maintained in nature in a continuous cycle between infected
ticks and one or several of the host animals parasitized by Dermacentor andersoni (16, 17); he also speculated that hereditary
transmission of R. rickettsii in ticks might occur on a limited scale
(18). At that time, he conducted limited laboratory experiments
and established the susceptibility to R. rickettsii of several small
animals, including the ground squirrel, rock-squirrel, chipmunk,
and woodchuck. He was able to demonstrate that ticks feeding
on these hosts did acquire the infectious agent and could subsequently transmit it to guinea pigs. These findings led Ricketts to
the hypothesis that new lines of infected ticks (2 years are required
for a complete life cycle for this tick) were started each season
by simultaneous feeding of different stages of infected and uninfected ticks on susceptible host animals, primarily rodents, rabbits,
and hares. However, the extent to which infections persist in the
host animal, the relative importance of different hosts for tick
maintenance – especially for transmission and acquisition of R.
rickettsii by different stages of ticks, and the means and efficiency
of transfer of rickettsiae from an infected to an uninfected tick
were all uncertain and are still open questions today. Thus, these
remain as unknown or semi-quantitative variables in modern
attempts to model the dynamics of this maintenance-transmission
system (19, 20).
Subsequently, many different animal species have been qualitatively associated with maintenance and circulation of R. rickettsii
in nature either by direct isolation of rickettsiae from tissues or by
demonstrating their seroconversion by different immunoassays
following needle or tick inoculation of the agent or exposures in
nature [reviewed in Ref. (21, 22)]. Some major questions remain
unanswered from this work (Table 1): (1) do these animals experience clinical disease or rickettsemia or any agent replication during
rickettsial infection; do these reservoirs serve as sources of outbreaks of human disease, and which are the most important; (2)
do all of these animals serve as sources of infection for various ticks
vectoring RMSF to humans and other animals, and (3) do these
animals serve primarily as hosts for feeding of infected and noninfected ticks and a site for facilitating exchange of the pathogen
between different ticks and tick life stages or are they otherwise
dead end hosts like humans? Similarly, whether the known different tick vectors of RMSF, D. variabilis, D. andersoni, Amblyomma
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tick species, Haemaphysalis leporispalustris, and Rhipicephalus sanguineus differ markedly in their abilities and specific mechanisms
used to sustain rickettsial populations in nature is still unknown.
However, R. rickettsii itself has clearly diverged genetically in
association with these different vector species and geographic
regions (23–25).
Some of these questions were independently investigated by
numerous Russian investigators studying the ecology of NATT
since the middle of 1930s in the vast territories of eastern and
western Siberia and from eastern Altai to Primorye and the Far
East of Russia (41). Like Ricketts they observed transovarial and
transtadial transmission of R. sibirica but by different Dermacentor
species (chiefly. D. silvarum and D. nuttalli) and by Haemaphysalis
sp. ticks whose life cycle in turn depends upon the availability of
different host animals. As one outcome of those studies, R. sibirica
was isolated from a variety of wild rodents, including voles, susliks, lemmings, chipmunks, hamsters, striped field mice, Norway
rats, house mice, and hares (41). At the time, it was postulated that
under favorable climatic-landscape conditions that support specific biocenotic systems of tick vectors and host animals, natural
foci of tick-borne rickettsiae can exist for many generations of ticks
and host animals independent of man (42). As a part of the longterm studies conducted by Kulagin and several other investigators
such as Shapiro and Korshunova et al., it was also suggested that
despite being a primary animal host for larval and nymphal ticks
vectoring R. sibirica, wild rodents are unlikely to be primary players in the maintenance of the rickettsiae [cited in Ref. (41)]. These
observations were based on testing of blood and tissue samples
and the conclusion that the wild rodents develop only transient
rickettsiaemia and most of them did not carry rickettsiae in the
spring, which is the interepidemic period for NATT. While the primary role of the tick in long-term maintenance of the agent rather
than host animal reservoirs seems better established for R. sibirica
(43), the other quantitative and qualitative questions posed above
for R. rickettsii and other spotted fever group rickettsiae are also
still unanswered for R. sibirica.
At present, RMSF is recognized as the most malignant of known
tick-borne rickettsioses while NATT generally manifests as a relatively mild illness (44). Furthermore, in vitro study has also
indicated a different pathogenic potential and associated capacity to cause injury among different strains of R. rickettsii and most
of these cause much greater cellular injury than R. sibirica (45–47).
These characteristics may also determine the rates and outcomes
of rickettsial interactions with the tick vectors and animal hosts
and thus determine the natural fluctuations of those cycles and
persistence of the agents in the environment. Consequently, given
the variables involved, it is not surprising that the incidental contact of man with these cycles can vary greatly from year to year
and thus the number of cases that occur each year in a given area
can fluctuate wildly.

ASSOCIATIONS OF TICK-BORNE RICKETTSIAE WITH WILD
ANIMALS AND THEIR SYLVATIC CYCLES
The first isolate of R. rickettsii from a naturally infected animal in
North America, was not made until 1954, when Gould and Miesse
recovered a mild strain from the tissues of a meadow-mouse
(Microtus pennsylvanicus) in Virginia (26). Another strain was
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Table 1 | Variable effects of Rickettsia observed in different host animals.
Rickettsia species,

Associated tick

isolate

species

R. rickettsii, Microtus

D. variabilis b

agent

B14009a

R. rickettsii, Mp23,

R. rickettsii, Rab1

R. rickettsii, Si7

R. rickettsii, Sheila

Meadow mouse, Microtus

Observed effects in

Records of

the source animal

isolations (source)

None (apparently healthy)

Yes (brain, spleen,

pennsylvanicus
D. variabilis b

Mp40, Pit1
R. rickettsii, Di6

Animal species

D. variabilis b

D. variabilis b

D. variabilis b

N/A

Tissue persistence;

Yes (liver and

leucopus, Pitymys pinetorum

seroconversion

spleen)

Opossum, Didelphis marsupials

Tissue persistence; low level

Yes (liver and

virginiana

seroconversion

spleen)

Eastern cottontail rabbit,

Tissue persistence;

Yes (liver and

Sylvagus floridans

seroconversion

spleen)

Cotton rat, Sigmodon hispidus

Tissue persistence; low level

Yes (liver and

seroconversion

spleen)

Tissue persistence;

Yes (blood)b

Cotton rat, Sigmodon hispidus

(26)

and liver)

Wild mice, Peromyscus

Smith

Reference

(27)

(27)

(27, 28)

(27)

(29)

short-term rickettsiemia; low
level seroconversion

R. rickettsii, Sawtooth

D. andersoni

Snowshoe hare, Lepus

Rickettsiemia (exp)

Yes (xenodiagnosis)

(22, 30)

Rickettsiemia (exp)

Yes (xenodiagnosis)

(22, 30)

americanus
R. rickettsii, Sawtooth

D. andersoni

Golden-mantled ground squirrel,
Citellus lateralis tescorum

R. rickettsii, Sawtooth

D. andersoni

Chipmunks, Eutamias amoenus

Rickettsiemia (exp)

Not reported

(22, 30)

R. rickettsii, Sawtooth

D. andersoni

Columbian ground squirrel,

Rickettsiemia (exp)

Yes (xenodiagnosis)

(22, 30)

Urocitellus columbianus
R. rickettsii, Sawtooth

D. andersoni

Meadow mice, Microtus spp.

Rickettsiemia (exp)

Yes (xenodiagnosis)

(22, 30)

R. rickettsii, Sawtooth

D. andersoni

Bushy-tailed woodrat, Neotoma

Seroconversion

No

(22, 30)

Yes (xenodiagnosis)

(31)

cinerea
R. rickettsii, Taiaçu

R. rickettsii, ITU

A. cajennense

A. cajennense

Capybara, Hydrochoreus

Seroconversion;

hydrochaeris

rickettsiemia (exp) afebrile

Capybara, Hydrochoreus

Seroconversion

No

(32)

Rickettsiemia (exp)

Yes (xenodiagnosis)

(33)

hydrochaeris
R. rickettsii, Taiaçu

A. cajennense

Opossum, Didelphis aurita

asymptomatic; no macro or
micro pathological
abnormalities
R. rickettsii, Taiaçu

Rh. sanguineus

Dog, Canis familiaris

Rickettsiemia (exp)

Yes (xenodiagnosis)

(34)

R. rickettsii, Sawtooth

Rh. sanguineus

Dog, Canis familiaris

Rickettsiemia (exp);

Yes (cell culture)

(35)

Rickettsiemia (exp);

Yes

(35)

seroconversion

(xenodiagnoses)

Seroconversion

No

seroconversion

(presumably
North America)
R. rickettsii,

Rh. sanguineus

Wachsmuth

(presumably

Dog, Canis familiaris

North America)
R. rhipicephali, 3-7-♀6

Rh. sanguineus

Dog, Canis familiaris

(35)

(presumably
North America)
(Continued)
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Table 1 | Continued
Rickettsia species,

Associated tick

isolate

species

R. montanensis

Rh. sanguineus

Animal species

Observed effects in

Records of

the source animal

isolations (source)

Reference

Dog, Canis familiaris

Seroconversion

Not tested

(35)

(presumably
North America)
R. parkeri

A. maculatum

Cattle

Seroconversion

No

(36)

R. parkeri, Portsmouth

A. maculatum

Cotton rat, Sigmodon hispidus

Short-term rickettsiemia;

Yes, re-isolation

(37)

Seroconversion

No

(37)

Rickettsiemia (transient);

Yes

(38, 39)

febrile illness;

(xenodiagnoses)

seroconversion
R. parkeri, Portsmouth

A. maculatum

Northern bobwhite quail, Colinus
virginianus

R. conorii, Malish

Rh. sanguineus

Dog, Canis familiaris

seroconversion
Hare, rabbit

Asymptomatic rickettsiemia;

No

(40)

seroconversion
a

Name of the isolate is based on the description found in the original publication, although the identification of this isolate as R. rickettsii is very presumptive based

on the biological characteristics included in the publication (26). It may, in fact, be Rickettsia montanensis but the isolate is no longer available.
b

Tick species is indicated based on the known circulation of D. variabilis in the area where isolates were obtained.

exp., experimental animals under laboratory conditions.

recovered from the liver of a naturally infected cottontail rabbit
(Sylvilagus floridanus) trapped in the same state in 1961 (28).
Subsequently, isolates of R. rickettsii were made from spleen
and liver tissues of wild mice (Peromyscus leucopus, Pitymys
pinetorum), cotton rats (Sigmodon hispidus), a golden-mantled
ground squirrel (Citellus lateralis tescorum), and from chipmunks
(Eutamias amoenus) trapped in Virginia and Western Montana
(27, 30). Several small animals, mainly wild rodents, were sources
of R. sibirica isolates obtained across a large territory known for
the endemicity of NATT (41).
Despite these existing field observations the question remains
unanswered whether all these animals or only certain species represent efficient sources for infection of ticks and how long they
can provide that function after acquiring the agent. For example,
bushy-tailed woodrats (Neotoma c. cinerea) were consistently negative for R. rickettsii by isolation, although they originated from
the Bitterroot Valley of Western Montana where RMSF is highly
endemic (22). To address this difference, Burgdorfer et al. (22)
performed quantitative analyses of susceptibility to virulent R.
rickettsii Sawtooth for various species of small animals and evaluated their role as possible sources for infecting larval D. andersoni
(22). The data obtained by this extensive and important study
are illustrative of typical experiments but it emphasizes the limitations of laboratory experimentation. Whether the rickettsial
challenge dosage vastly exceeds that delivered by low levels of
repeated tick infestations and its impact where the animal may
already be immune to rickettsiae, or what responses occur to
infestations with single infected ticks, are important quantitative
issues. Similarly, the role of tick effectors in facilitating or ablating
an infection relative to intradermal, subcutaneous, intramuscular,
and intraperitoneal inoculation of cultured agent is also a concern
(48). It must be remembered that ticks filter large volumes of blood

www.frontiersin.org

during their feeding so that assays of rickettsial content in samples of host blood from a single time point may not accurately
reflect the amount that ticks may acquire. Wild caught animals
were exposed to nymphal D. andersoni infected with R. rickettsii
Sawtooth, a guinea pig virulent tick strain originating from the
west side of the Bitterroot Valley (22). Columbian ground squirrels and chipmunks developed rickettsiaemias that appeared on
the third or fourth day and lasted for 6–7 days with a maximum
of 9 days in one chipmunk. The largest concentrations of rickettsiae in both species of rodent were found on day 6 or 7, when
blood dilutions of 10−3 still produced infections in guinea pigs.
For comparison, rickettsiaemias were observed in guinea pigs that
were fed on by the same number of infected ticks as were used
with the Columbian ground squirrels and chipmunks. The concentration of rickettsiae in the blood of guinea pigs was much
higher, with a prolonged period of at least 6 days in which 100
or more infectious doses per 0.5 ml of blood were present. The
golden-mantled ground squirrels experienced rickettsiaemia with
maximum titers of at least 103 for a relatively short period of time.
In snowshoe hares, rickettsiaemia lasted as long as 5 days but the
concentrations of rickettsiae were much lower and rarely exceeded
10 infectious guinea pig doses. Least susceptible were bushy-tailed
woodrats, in which rickettsiae could be demonstrated only following attachment of hundreds of infected ticks. In meadow mice,
rickettsiae circulated for as long as 6–8 days in concentrations
that, in some specimens, reached at least 1000 infectious doses
per 0.5 ml of blood. Subsequent experiments were conducted
with Columbian and golden-mantled ground squirrels, meadow
mice, and snowshoe hares. The results indicated that naive D.
andersoni larvae that fed on these hosts during peak rickettsiaemia invariably exhibited high infection rates while those that fed
during the initial or final stages ingested rickettsiae insufficient in
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numbers to establish permanent infection of tick tissues. Accordingly, meadow mice, Columbian ground squirrels, chipmunks, and
golden-mantled ground squirrels must be considered highly efficient sources of infection, at least for those ticks that feed during
the periods when large quantities of rickettsiae are present in the
blood. In meadow mice, which appeared to be the most susceptible, rickettsiae circulated in concentrations of 102 –103 guinea
pig infectious doses for as long as 4 days. Similar titers, although
for 1 or 2 days only, were detected in chipmunks and Columbian
and golden-mantled ground squirrels. These studies demonstrated
that hares do respond to infectious tick bites with rickettsiaemias
that in general are much milder than those observed in ground
squirrels, chipmunks, or meadow mice. However, for at least 1
or 2 days, infectious titers may reach the level necessary to infect
50% or more of larval D. andersoni. Despite these limitations, isolates of R. rickettsii were recovered from the blood of a snowshoe
hare (Lepus americanus) (30). Finally, the bushy-tailed woodrat,
a common host of immature D. andersoni, was the only species
of animal that did not circulate rickettsiae in the blood following
attachment of infected ticks, suggesting that this rodent is not susceptible to spotted fever group rickettsiae and is of no significance
for infecting ticks in nature.
Although, the natural reservoir of R. conorii is not yet fully
demonstrated, Rovery et al. suggested that rabbits could be rickettsemic without developing severe disease, so wild rabbits (Oryctolagus cuniculus) might be a reservoir for R. conorii conorii and
could play a role in the transmission of R. conorii conorii in
the French Mediterranean (40). These observations and other
previous publications suggest that rabbits and hares may play a significant role in the circulation of rickettsial pathogens in nature. To
some extent distribution of human cases of RMSF in the western
USA coincided with distribution of Nuttall’s cottontail (Sylvilagus nuttallii). This animal is an important host of the larval and
nymphal stages of D. andersoni and H. leporispalustris. Furthermore, there are significant overlaps in the geographic ranges of D.
variabilis and the eastern cottontail rabbit (S. floridans), D. occidentalis and the Pacific Coast brush rabbit (S. bachmani) and D.
parumapertus and the black-tailed jack rabbit (Lepus californicus).
Sylvilagus is one of the few animal genera that is present in both
North and South America, and it may have had a role in the introduction of R. rickettsii and other rickettsiae into South America
or vice versa (5, 41). Similarly, according to Lyskovtsev, the European hare (Lepus europeus Pallas) was among the animals known
to develop sufficient rickettsiemia to recover an isolate of R. sibirica (41). There is also experimental evidence suggesting a role for
hares in the circulation of R. slovaca (49).
Many other species of wild animals have been implicated in
rickettsial maintenance but solely in the context of their roles as
blood meal hosts for different tick species. These animals can certainly differ in their susceptibility to rickettsial infection, whether
they develop clinical disease or just subclinical infection, whether
the infection is persistent or sterile immunity occurs, and the
extent of their immunity to subsequent reinfection. Body size
might also be important as the number of ticks that may attach can
increase substantially as one progress from small to medium size to
large hosts (50). Opossums have been implicated in maintenance
of R. rickettsii in both North and South America (27, 33). Different
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species of opossums only develop an inapparent infection, whether
in nature or after experimental inoculation, but they can sustain at
least 3–4 weeks of rickettsiaemia demonstrable by tick acquisition
feeding and direct isolation of rickettsiae persisting in their tissues
(27, 33). Similar observations were made for the capybara (Hydrochoerus hydrochaeris), a large rodent, which is a primary animal
host for Amblyomma cajennense in Brazil (31, 32).

THE ROLE OF DOGS AND OTHER PERIDOMESTIC ANIMALS
IN TRANSMISSION AND MAINTENANCE OF SPOTTED FEVER
GROUP RICKETTSIAE
Dogs are viewed as important sentinel animals for rickettsial disease agents since they can suffer clinical illness following infection
with R. rickettsii and R. conorii (51). Infected dogs can present with
fever, lethargy, vomiting, and anorexia, and may develop other
symptoms and manifestations similar to those of the disease in
humans, including ocular lesions, bleeding disorders, joint pain,
and neurologic abnormalities. The factors resulting in clinical
infection may include breed, other underlying health conditions,
and very likely the dosage and degree of infestation of the dogs and
protection arising from previous exposure to immunizing levels of
ticks and rickettsial agents of low pathogenicity. Overt rickettsial
diseases in dogs have been confirmed by PCR and sequencing
of rickettsial DNA and seroconversion (52–54). However, many
dogs are only subclinically infected and do not exhibit these severe
manifestations even if they may seroconvert (55–57).
Acute MSF and RMSF in dogs are accompanied by rickettsiemia
detectable between days 2 and 12 after inoculation using cell culture isolation or PCR (54), though asymptomatic dogs may remain
infectious for ticks for as long as 30 days (38). These illnesses
are followed by complete clearance and development of antirickettsial IgG; its persistence and titers depend on the number of
inoculated rickettsiae (35, 57). In contrast, dogs infected with R.
montanensis, a widely distributed SFGR of unknown pathogenicity
found in D. variabilis, remain asymptomatic (58). However, such
exposure is usually sufficient to elicit a cross-protective immune
response to subsequent inoculation with R. rickettsii (58). Antibody responses in dogs infected with R. rickettsii show a similar
pattern of reactivity to R. rickettsii, R. montanensis, R. rhipicephali,
and R. bellii (59). However, treatment with tetracycline causes
significant delays in serologic responses of infected dogs to heterologous rickettsial species (59); as in humans, untreated canine
rickettsial infections may result in fatalities (60). Several case
reports in the literature describe diagnosis of RMSF in dogs associated with and, in some cases, leading to identification of the
infection in people in the same household or vicinity (61, 62).
Rickettsiae are transmitted by ticks, rather than directly from one
infected dog to another. Manual removal of engorged ticks from
dogs has been identified as a potential risk factor for human infection, which can occur by self-inoculation of the pathogen onto
mucous membranes by contaminated fingers as has been shown
with R. conorii and R. conorii caspiae (63, 64).
Dogs also play an important role as biological hosts of
several tick species, which can transmit rickettsiae to humans
and other dogs (51). Once infested, dogs serve to increase the
infected tick populations present in close association with human
habitats, and can introduce infected ticks into the peridomestic
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environment (65). In the case of R. conorii, laboratory experiments
demonstrated that dogs are a competent reservoir for this rickettsia (38); whether dogs become rickettsemic with every human
or guinea pig-pathogenic Rickettsia is not known. In an experimental setting, beagles subcutaneously inoculated with R. japonica
did not produce rickettsiemia or clinical symptoms of infection
(56). Dogs with different genetic backgrounds appear to differ
in their susceptibility to rickettsiae and R. conorii infection in
particular (38).
In the new world, the association of Rh. sanguineus with dogs
acquired new importance and attention after the rediscovery of
a sustained transmission cycle of R. rickettsii by this tick in arid
regions of North America. The first site was discovered by recognition of atypical foci of RMSF in eastern Arizona well outside
the distribution of Dermacentor sp. ticks (66). Similar foci were
subsequently discovered in Brazil and several sites in Mexico (67,
68). The genotype of Rickettsia rickettsii circulating in AZ has a
unique genotype that differs from those of R. rickettsii in Mexico
and Brazil (23, 68). Furthermore, the brown dog ticks in Brazil
and Mexico associated with those outbreaks differed from those
in the Arizona outbreak (68). In either region, dogs are considered
to be an amplifier of rickettsial prevalence through co-feeding
transmission by the infected ticks. Surprisingly, R. rickettsii from
South America does not cause any substantial mortality in the
infected brown dog ticks and exhibits more efficient transstadial and transovarial transmission than that occurring in USA
(34). These outcomes are quite different from the interactions of
R. rickettsii and Dermacentor ticks in Northern America that are
discussed below (69).
Another human pathogen found in Rh. sanguineus is R. massiliae (70). It was originally described in Rhipicephalus turanicus
from France, but has since been identified in several other countries including the new world (1). One genotype of R. massiliae,
known as Bar29, has been shown to infect humans (70, 71). The
USA genotype AZT80 (of Bar29 genotype) of R. massiliae was
implicated as a cause of canine illness in California; however, those
associations could not be confirmed beyond serological observations (72). Additional work is needed to define the importance
of R. massiliae in human and animal health. Likewise, further
work will be required to validate observations associated with the
natural exposure of dogs to various SFG rickettsiae through tick
bites (73).
Other species of spotted fever group rickettsiae have been identified in ticks that bite both dogs and humans so that dogs may play
some role in their eco-epidemiology. In most cases, only laboratory
evidence for canine susceptibility to infection has been obtained
and their role as a source of human infection is less certain. These
studies are most advanced with Rickettsia parkeri, which is long
known from tick surveys but which has only recently been recognized as an emerging pathogen of humans in USA and in Uruguay,
Argentina and Brazil (1, 73–75). In Brazil, dogs are commonly
infested with A. ovale and A. aureolatum, which frequently carry
the R. parkeri-like Atlantic Rain Forest Rickettsia (73). Similar
agents have been found in other Amblyomma species from birds
(A. calcaratum), capybara (A. dubitatum), anteaters (A. nodosum),
marsh deer (A. triste), dogs (A. tigrinum), and A. maculatum from
dogs, horses, and cattle in Peru (76–81). Whether all these variants

www.frontiersin.org

Tick-borne rickettsiae and rickettsioses

can cause human disease is unknown but the large number of tick
species containing R. parkeri-like agents and their diversity of hosts
suggests that understanding their maintenance and transmission
will be challenging. However, the A. triste agent could be maintained with high efficiency for five generations of ticks on rabbits
by transovarial and transstadial passage; this agent is thought to
be a primary human disease agent in the southern countries of
South America and it is very similar to North and South American strains from A. maculatum (80). However, the causation and
significance of the apparent bimodal distribution of agent load in
the A. triste ticks is unclear. Cattle have been recognized as hosts
for A. maculatum for many years in USA (36). Laboratory studies
conducted in Mississippi indicate that upon exposure to R. parkeri by injection or by feeding R. parkeri-infected A. maculatum
calves seroconvert to R. parkeri antigen, but only a few animals
develop short-lasting rickettsiemia (36). In a parallel field study,
cattle were not rickettsiemic, suggesting that they only play a critical role in tick feeding and vagility, and thus in maintenance of R.
parkeri by vertical and transtadial transmission. However, the ticks
also appear to stimulate rickettsial growth in host tissues during
engorgement (48). Migrating birds may have an important role
in dissemination of R parkeri and other agents present in ticks
including their importation between the continents (82).
The role of cats in the eco-epidemiology of tick-borne SFG rickettsioses has received much less attention than evaluations in dogs
because cats are less frequently infested with ticks. Typically <10%
of free ranging cats have ticks, but some may be infested with large
numbers of ticks (83). Moreover, serological findings of rickettsial
exposures in cats must also be carefully interpreted due to possible
cross-reactivity with the much more widely prevalent flea-borne
agent, R. felis, found commonly in cat fleas and frequently in other
flea species (84). Detection of DNA from R. massiliae and other
unidentified other core spotted fever group rickettsiae in ticks on
cats indicates that cats may serve as an important peridomestic
source of infection in some situations (85).
The importance of African ruminants in natural cycles of
many tick-borne agents like those causing heartwater and bovine
anaplasmosis has been very well documented. Less clear is the role
of domestic stock in maintenance of rickettsial agents in peridomestic settings where they might directly cause human disease.
Molecular surveillance data reported by Mutai et al. (86) implied
that substantial and comparable numbers of Kenyan domestic animals develop rickettsiemia (based on quantitative PCR detection
of the conserved rickettsial 17 kDa protein gene fragment): 16.3%
in cattle and 15.1% in sheep, but only 7.1% in goats, which were
also less frequently infested with ticks (86). However, because the
ticks were collected directly from the animals, one cannot know if
they were transmitting or acquiring rickettsial agents. Four known
human pathogenic species were detected: R. africae was detected
in 93% of PCR positive ticks (seven species, four genera including
Amblyomma, Hyalomma, Rhipicephalus, and Boophilus), while R.
mongolitimonae, R. aeschlimannii, and R. conorii israelensis were
found infrequently in addition to several other less-well known
genotypes of Rickettsia. In Israeli, Hyalomma ticks from camels as
well as several camel bloods were infected with R. aeschlimannii; R.
africae was also detected in all four species tested (87). Similarly, in
Egypt, Hyalomma dromedary, H. impeltatum, and H. marginatum
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marginatum collected from camels in some areas had high rates
of rickettsial infection with R. africae (over 57% of H. dromedary)
and R. aeshlimannii (over 73% of H. impeltatum) (88). Determining the frequency which these ticks bite humans as well as
their interactions with and dependence on other potential wildlife
reservoirs of these rickettsiae will be required to determine their
significance for public health.

EFFECTS OF SPOTTED FEVER GROUP RICKETTSIAE ON TICKS
Hard ticks (Ixodidae) are the primary vectors of spotted fever
group rickettsiae and they develop through three discrete life stages
(Figure 1). However, recently soft ticks (Argasidae) have also been
found to harbor SFG rickettsiae of unknown pathogenicity (89);
they typically feed rapidly and thus do not stay attached for long
periods and do not have a scutellum or the pronounced morphological differentiation found after molting from larvae to nymphs
to adults as occurs in hard ticks. The natural life span of nonnidiculous ticks and the survival and expansion of tick populations
depends on the degree of blood satiation and environmental factors, particularly, temperature and humidity and habitat types and
host abundance; therefore, changes in annual seasonal conditions
appears to be more important for the success of some temperate
zone ticks species than for others (90–94).
Ticks can have one host, two host, or three host life cycles.
Two-host ticks feed as larvae and nymphs on the same host.
Following detachment and dropping to the ground or leaf litter after blood engorgement on a host animal, the fertilized female
deposits eggs in sheltered places in crevices of the soil surface
or grass. The fertility of individual females depends on the tick
species and degree of engorgement, so the numbers of eggs laid

FIGURE 1 | Life cycle of Ixodid ticks and natural transmission of
rickettsiae. Blue arrows indicate main steps of tick natural cycle: (1)
oviposition by engorged female; (2) eggs hatched into larvae; (3)
larvae feed on small animals; (4) engorged larvae hatch into
nymphs; (5) nymphs feed on large or small animals; and (6) nymphs
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vary from 3000 to 8000 per female as estimated for Dermacentor ticks [cited in Ref. (41)]. Larvae hatch between day 4 and 82
after oviposition and quest very close to the original egg mass;
they molt into nymphs after they have obtained a blood meal.
Larvae and nymphs of Dermacentor, Haemaphysalis, and Amblyomma sp. ticks feed on small mammals, insectivores, rodents,
small carnivores, and birds. Haemaphysalis spp. also parasitize
wild birds. Engorged nymphs detach from the hosts and molt
into adult ticks in 11–25 days. Adult ticks parasitize large wild and
domestic animals. In contrast, one host ticks like Rhipicephalus
sp. and Amblyomma albipictus differ from many other Ixodidae by feeding on a single animal species; their different stages
can be found frequently at the same time on an infested host.
Nymphs and adults will attach and feed on animals long enough
to transmit rickettsiae if infected (95). Alternatively, as has been
mentioned previously, larvae and nymphs can become infected
by feeding on a rickettsiemic animal, and frequently and most
efficiently nymphs and adults can become infected through cofeeding transmission of agents from other tick stages (96, 97).
Aggregation of ticks on hosts appears to be essential for keeping
the infection rates of ticks at environmentally sustainable levels
(98). This mechanism can operate in the face of host immunity
so it is a very important mechanism for rickettsial maintenance
in nature, especially when ticks are abundant (39, 99). Humans
and other hosts can become accidental victims of exposure to
rickettsia-infected ticks, and can suffer from febrile disease or
become rickettsiemic and infect feeding ticks but this acqusition
route probably does not contribute significantly to the maintenance of rickettsiae in nature compared to transovarial, transtadial,
and co-feeding mechanisms.

molt into adult ticks that feed on large animals or bite humans.
Broken red arrows indicate transovarial (7) and transstadial
transmission (8) of rickettsiae, and solid red arrows indicate
transmission of rickettsiae to humans through a bite of a nymph (9)
or an adult tick (10).
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For most SFGR, the transovarial-transtadial pathways appear
to be the essential mechanisms for their maintenance in the environment because this occurs independently of tick density and can
cause significant expansions in the infected tick populations just
from the progeny of single ticks; however, the molecular mechanism(s) of pathogen host tolerance and potential mutualism
are not at all well understood even if many pathogen genomes
are completely sequenced. The host–agent interactions (or relationships) apparently do vary substantially among rickettsiae with
differing pathogenic potential toward humans and animals, possibly accounting for the large numbers of species of ticks and hosts
that harbor agents and for their variable responses to the presence of those agents. The diversity of interactions is certainly very
clear experimentally with respect to the effects of different agents
on the ticks themselves. Two very different scenarios are evident
but their relative importance and degree of parallel or synergistic occurrence varies with the agent and the tick host. In the first
extreme, transovarial transmission is regarded as the sole mechanism of maintenance of the rickettsial agent in a given population
of ticks. This is most evident for the rickettsial “obligate endosymbionts,” which have not been cultivated outside of ticks except
in continuous tick cell lines (100). Rates of 100% infection are
achieved in species like I. scapularis and I. pacificus but the agent
appears not to be transmissible to other hosts. The second extreme
is where the Rickettsia agent can have variable effects on the tick
host and is generally acquired by uninfected ticks from persistently
infected vertebrate hosts or must be acquired by co-feeding from
ticks, which have already acquired those agents. In D. andersoni
ticks infested with R. rickettsii, the rate of transovarial transmission was estimated to be from 35 to 100% by mild or massively
infected females, respectively (101, 102) while it appears to be close
to 100% in Amblyomma americanum with R. amblyommii (14).
Independently, this mechanism was established and recognized as
a significant part of transmission and natural maintenance of R.
sibirica in D. nuttalli by S. M. Kulagin [cited in Ref. (41)] and R.
conorii (103). Subsequently, inheritance of a pathogen was found
to depend on multiple variables associated with the experimental conditions (104). The importance of these factors on natural
maintenance of R. rickettsii is less clear. In fact, a pronounced
detrimental effect of the Sawtooth strain of R. rickettsii on survival and oviposition rates of D. andersoni females as well as their
fecundity was observed in experiments conducted with laboratory
reared ticks (69). Similarly, AZ-type highly virulent isolates of R.
rickettsii appear to have a detrimental effect on Rh. sanguineus
circulating in Arizona, which was determined by detection of the
decreased prevalence of R. rickettsii in larvae and nymphs developed from eggs laid by infected females (unpublished personal
observation) and variable rates of transovarial transmission and
filial infection rates with R. rickettsii were seen between infected
A. cajennense and A. aureolatum (105). Interestingly, this is not a
unique association since R. conorii Malish exhibited similar effects
on Rh. sanguineus ticks (106–109). However, these observations
on adverse effects of highly virulent spotted fever group rickettsiae
are probably not universal and depend on many yet to be identified variables (Table 2). No substantial mortality difference was
observed between uninfected Rh. sanguineus or following infection with a Brazilian strain of R. rickettsii (34); similarly, there

www.frontiersin.org

Tick-borne rickettsiae and rickettsioses

was minimal cost due to the acquisition of R. massiliae by Rh.
turanicus (110). While the subspecies R. conorii israelensis and
R. conorii Malish are closely related, their biological differences
in terms of their effects on tick survival and ability to maintain
the agent transovarially and transtadially were dramatically different (108, 109). Observations with H. leporispalustris ticks infected
with R. rickettsii Taiaçu strain suggested an increased fitness of
the infected ticks (111), a result analogous to the positive role of
endosymbionts in many arthropod hosts. In general, it appears
that the rate of transovarial transmission and extent of damage
caused in a particular tick-host system depends upon the particular strain and species of Rickettsia being used and how well it
propagates in the ovary of a particular tick.
Transovarial maintenance of R. peacockii (East Side Agent)
within the maternal lineage of D. andersoni has been hypothesized
to result in a reduced probability of acquisition and transovarial
transmission of R. rickettsii (104, 117) – the so-called interference phenomenon between these microorganisms although the
data supporting the hypothesis have been criticized (104). The
molecular mechanism(s) of this interaction is unknown, but in
the experiments that served as a base for this hypothesis the ticks
whose ovarial tissues and deposited eggs contained R. peacockii
acquired R. rickettsii less efficiently from guinea pigs than uninfected ticks. The ovaries containing R. peacockii also excluded R.
rickettsii, which could grow in other tissues in the tick. It appears,
however, that infected ticks may acquire a second and even a third
rickettsia through a bloodmeal (118, 119). Exclusion of R. rickettsii
by D. andersoni previously infected with either R. rhipicephali or R.
montanensis also appears to occur (117). Capillary fed D. variabilis
infected with either R. rhipicephali or R. montanensis demonstrated mutual exclusion and lack of transovarial transmission of
the superinfecting rickettsia (116). These processes may be regulated by differential expression of tissue-specific, and in some cases
Rickettsia species-specific, selected tick immune genes as demonstrated in experiments evaluating the response of D. variabilis to R.
amblyommii and R. montanensis, respectively, using an ex vivo tick
organ model (120). The ecological relevance of these incomplete
experiments is suggested by the limited number of cases of RMSF,
which occur in areas where R. peacockii is prevalent compared to
similar geographic areas where it is much less prevalent. However,
whether this observation is applicable to other ticks and rickettsial
agents and whether the fundamental mechanisms involved are
conserved will need substantial study. The presence of R. bellii in
Amblyomma dubitatum appeared to reduce the acquisition of R.
rickettsii from rickettsemic animals but transmission still occurred
in some ticks (121).

MODELING OF TICK-BORNE RICKETTSIAL DISEASES
Prediction of the transmission dynamics of zoonotic and vectorborne diseases that are associated with wildlife present many
challenges due to the absence or insufficient characterization of
wildlife host species, pathogens, and vectors in many locations.
The null case for tick-borne rickettsioses is simple in that the vectors themselves have an essential role(s) since transmission can
only rarely occur in their absence. In other words, direct transmission from infected animal reservoirs, the definition of a zoonosis,
is actually rare or lacking altogether in the absence of vectors.
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Table 2 | Effects of spotted fever group rickettsiae on their tick vectors.
Rickettsia species, isolate

Tick species (origin)

Effects

Reference

R. rickettsii, Sawtooth

D. andersoni (Montana)

↓ Larval and nymphal molting

(69)

↓ Female feeding success
↓ Oviposition
↓ Reduced transmission of rickettsiae
R. rickettsii, Como-96

D. andersoni (Montana)

↓ Larval and nymphal molting

(69)

↓ Female feeding success
↓ Reduced transmission of rickettsiae
R. rickettsii, Wachsmuth

D. andersoni (Montana)

↓ Larval and nymphal molting

(69)

↓ Female feeding success
↓ Reduced transmission of rickettsiae
R. rickettsii, Taiaçu

A. aureolatum (Atibaia, Saõ Paulo)

↓ Larval and nymphal molting

(112)

↓ Oviposition
R. rickettsii, Taiaçu

A. cajennense

↓ Transovarial transmission

(105)

↓ Reproductive performance
R. rickettsii, Taiaçu

Rh. sanguineus (Seropédica, Rio de Janeiro)

Low filial infection rate (<50%)

(34)

Low larva infection rate (7.8–8.3%)
R. rickettsii, Taiaçu

Haemaphysalis leporispalustris

↑ Biological performance

(111)

R. peacockii, Skalkaho

D. andersoni (Montana)

No effects

(69)

R. conorii, Malish (VR163)

Rh. sanguineus (Thailand)

Detrimental effect

(107)

R. conorii conorii (strain not identified)

Rh. sanguineus (Southern France)

↓ Molting success

(113)

↓ Longevity of nymphs
↓ Infection rate in survived ticks
↑ Mortality
R. conorii conorii , Ghazonet

Rh. sanguineus (Algeria)

No detrimental effect observed

(114)

100% Transovarial transmission
99% Filial infection rate
R. conorii conorii, Malish (VR163)

Rh. sanguineus (North American and

Significant effect observed

(108)

Mediterranean colonies)
R. conorii israelensis, ISTT-CDC1

Rh. sanguineus (North American and

No significant effect observed

(108, 109)

Mediterranean colonies)
R. massiliae, Bar 29

Rh. turanicus (Corsica)

No detrimental effects observed

(110)

Rickettsia africae, ESF 2500-1

Amblyomma variegatum, (Ivory Cost)

No detrimental effects observed

(115)

100% Transovarial transmission
93.4% Filial infection rate
R. montanensis (strain not identified)

D. variabilis (Old Dominion University colony)

No detrimental effects observed

(116)

R. montanensis, M/5-6

D. andersoni (Montana)

↓ Rate of transovarial transmission

(69)

R. rhipicephali (strain not identified)

D. variabilis (Old Dominion University colony)

↓ Egg mass weight

(116)

↓ Rate of transovarial transmission

Similarly, the incidence of human rickettsioses is also nearly zero
when their lifestyles and activities do not bring individuals into
any contact with animals or vectors. However, the range of variables to consider and measure beyond these two extremes makes
useful modeling a daunting task.
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Several aspects of the potential impact of ticks on human health
have been evaluated in recent years. Particularly, satellite data coupled with sophisticated Geographic Information Systems (GIS)
have permitted the evaluation of the relationship of various parameters such as occurrence and distribution data on ticks to defined
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ecological niches and animal host ranges, and the extrapolation of
climate change data to future risk assessments (122). The basic
starting concept is that each species of tick and its animal hosts
are found within specific ranges of environmental variables (temperature, humidity, ecotypes), which support their reproduction
and individual survival (123), so that the existing climate and
environmental parameters associated with an agent define a set
of conditions necessary for the predicted existence of a particular
population in a very specific small area or averaged over a much
larger region (122). The geographical range of a tick population
depends on many parameters ranging from the life cycle of the
tick, abundance of its hosts, and anthropogenic influences on vegetation, land use, and host displacement (124, 125). The Mediterranean region is expected to experience the greatest changes in
risk of tick-borne infections in Europe due to predicted increases
in average temperature and decreases in average rainfall. The climatic changes are predicted to affect the distribution of several
tick species including expansion of ranges for Rh. turanicus and
Hyalomma marginatum marginatum, and retreats for D. marginatus and Rh. bursa, which will be displaced toward higher latitudes
(122, 126). Climate-based modeling conducted for human biting D. andersoni indicated a shift toward peak abundances of D.
andersoni adults occurring in sheltered northern/eastern exposures, rather than in drier and hotter southern/western exposures
(127). Modeling of the impacts of the changes in the climatic conditions in France on the activity and distribution of Rh. sanguineus
confirmed empirical observations of the northward migration
trend of this cosmopolitan tick, which carries many human and
veterinary pathogens (128). Historic changes in the geographical
distributions of ticks within different parts of their ranges have
already been observed for several species of Ixodid ticks such as
Ixodes ricinus in northern European countries (129) or Amblyomma americanum in USA (92). In this regard, meteorological
data and weather forecasts appear to be useful for predicting the
activity and density of ticks, particularly as was implemented for
predicting infections transmitted across Europe by I. ricinus, D.
reticulatus, Rh. sanguineus, and the flea Ctenocephalides felis (130).
Maps were constructed (www.FleaTickRisk.com) that use current
meteorological data for weekly predictions of ectoparasite activity in different areas. The activity index of the previous week is
used as the criterion for estimating the risk of tick infestation and
associated transmission of several tick-borne pathogens, including
Rickettsia for the coming week. The data supplied by the model
are used as an epidemiological tool by veterinarians and other
healthcare professionals to improve the advice they provide to
pet owners, but this approach may serve as a good model for
developing similar efforts to forecast the risk of human tick-borne
diseases.
At a finer scale, measurement of the annual changes in the
population size and density of wildlife hosts and different contributions of various host species to tick success may also help to
predict the persistence and transmission frequency of a given tickborne pathogen, and thus its potential for spillover at the interface
of human and wildlife habitats (131). Because of the complexity
of the variables, only a few attempts have been made to model
local aspects of tick-borne rickettsioses as opposed to the wider
impact of meteorological factors on the distribution of the host
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ticks. An attempt to understand the spatial concordance between
RMSF incidence and the habitat probability of its main vector D.
variabilis is perhaps the best example of the value and limits of this
approach (132). The latter study specifically focused on defining
these habitat associations only in parts of Texas, but it was clearly
limited by the small amount of data available at the site including
insufficient tick sampling, unsophisticated diagnosis of human
SFG rickettioses, an ineffective reporting system for RMSF, and
anthropogenic inferences due to movement of people and various
economic and agriculture activities, which directly affected tick
habitats during the study period.
Earlier models of R. rickettsii transmission in D. andersoni and
D. variabilis had been done without our current understanding
of both the biology of rickettsia-tick interactions and the contemporary view of the molecular epidemiology and biogeography of
RMSF (4, 24). Consequently, the original predictions derived in
those studies do not meet current expectations but could serve
as the basis for an updated model. Early modeling of R. rickettsii
transmission in D. andersoni (19) analyzed only the role of vertical
transmission in maintaining R. rickettsii infection and its potential
effect on the size of the vector population, particularly the cumulative effect of a pathogen load passed down through consecutive
generations based on a varying 10–100% transmission rate (102).
The load of Rickettsia in the population would increase with each
successive generation if it were predominantly vertically acquired;
its accumulation might then eventually become a factor in controlling the tick population size and indirectly affect the survival
of the host because of the damage caused by this organism.
Limited later modeling attempts, which considered additional
variables for both vector and pathogen, established the following predictions. Simulated in silico predictions based on estimated
relationships between the rate of transmission and the density of
ticks determined that approximately 252 adult D. variabilis per ha
are required to sustain transmission of R. rickettsii (133). These
calculations were based on the assumption that a maximum of
98% of engorged immature nymphs of D. variabilis survive to the
adult stage (134), and took into consideration the various effects of
biotic and environmental variables including weather, host density
and their habitat, infectivity levels of ticks and mammals, as well
as the fecundity of infected ticks and the efficiency of transovarial transmission of rickettsiae (133). The authors emphasized the
deviations between reported and simulated cases in Maryland and
Oklahoma (133), but were unaware of the predominant presence
of R. montanensis in D. variabilis in Maryland and elsewhere in
USA (135, 136). The same estimates of tick densities were used to
test if the occurrence of RMSF can be predicted based only on the
presence of particular mammalian species as well as the relative
abundance of important host species and their effect on the adult
D. variabilis population size (137).
Cooksey et al. defined the RMSF transmission threshold as the
density of ticks at which the yearly rate of increase of rickettsiae to
humans is at an equilibrium level or 1.00 (133). It was estimated
that for the RMSF potential of 1.61 to occur required the availability of 102 immature D. variabilis per 0.4 Ha, which with a 98%
survival rate results in 252 adult ticks in the area (133, 137). The
most accurate estimates were predicted for D. variabilis infesting raccoons and opossums with infestation rates ranging from
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0 to 17; three sites were predicted to have a RMSF potential of
>1.61. These estimates were then the state of the art based on the
existing modeling approaches and the available understanding of
RMSF ecology and epidemiology; the current information based
on molecular epidemiology data makes those estimates very questionable. The state of Tennessee is ranked among the areas with the
highest reported rate of RMSF and highest morbidity and mortality (138); however, field studies and large scale testing of ticks
failed to even demonstrate the presence of R. rickettsii in any of
the associated territories (139). Instead, only a high prevalence of
R. montanensis was detected.
For D. variabilis, the presence and numbers of immature ticks
seem to be the most important determinants defining the dynamics of various species of Rickettsia. Thus, it seems crucial to evaluate
the actual burden of ticks on the host animal populations to accurately measure this variable. To address these questions, Dallas et al.
(124) evaluated the association of nymphal and larval D. variabilis
with its primary mammal host, P. leucopus and computed the tick
burden in relation to other host variables, including mass, sex,
and habitat (124). Consistent with other rodent-tick systems, this
study demonstrated that the burden of immature D. variabilis is
positively associated with male mice of higher body mass captured
in the field habitat (124). This correlation is likely due to the higher
probability of males to encounter ticks due to their larger home
range and higher susceptibility to tick infestations because of their
higher surface area.
Static models of tick-borne diseases are obviously limited due
to their cross-sectional character and limited assumptions based
on measurable parameters. Dynamic models would appear to
encompass more of the essential information required to predict
and evaluate other parameters like invasion of tick species with
their associated tick-borne pathogens as might occur with exotic
ticks on birds (82). While focused on transmission of the agent of
human monocytic ehrlichiosis, Ehrlichia chaffeensis, which must
be acquired by ticks every generation since it is not maintained
transovarially, a broader agent-based model for tick–borne disease(s) was recently reported (20). It evaluates the interactions
between ticks and their hosts as well as the transmission of tickborne disease between two populations. The applicability of this
model to rickettsial diseases has not been tested. However, the
model predicts a significantly lower prevalence of ehrlichiae in
both ticks and their hosts compared to predictions made with
similar data using other models.

CRITICAL QUESTIONS AND FUTURE DIRECTIONS
As we have discussed, the distribution and prevalence of tick-borne
pathogens and the diseases they transmit are strongly influenced
by many factors, including changes in broad geographic and local
climatic parameters, variations in land use, changing human activities, and animal behaviors that may cause disruption of ecosystems. The accuracy of the estimates of human disease depend
greatly upon the adequacy of contemporary medical and public
health practices including the extent and efficiency of surveillance
efforts and the prevalence and specificity and quality of diagnostic
practices in clinical practice. Changes in landscape ecology may
result in the pronounced expansion of the number of ticks or
of their biological hosts, with a consequent increased risk for
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human or animal health. In contrast, human activity can cause
pronounced habitat fragmentation and associated alterations in
the movement of hosts carrying ticks. Those movements may also
affect the dynamics of disease transmission due to alterations in the
biodiversity of the hosts, vectors, and pathogens present in “island”
habitats. In the context of rickettsial diseases, those juxtaposed
changes have resulted frequently in the detection and description
of emerging and reemerging rickettsioses both in endemic settings and globally (1), increased recognition of travel associated
rickettsioses (140), discovery of previously unknown pathogenic
agents (141), and the belated recognition of the overlapping circulation of several rather unrelated bacterial agents that, nonetheless,
may share the same tick vectors and influence the transmission of
those pathogenic for vertebrates (142).
In recent years, because of enhanced concerns over global
warming, much attention has been paid to the effects of climate
change on arthropods. While it is clear that many tick-borne diseases are experiencing apparent increases, which factor is the key
causative variable associated with this increase is less clear. In USA,
northward and western expansion of the distribution of A. americanum and inland distribution of populations of A. maculatum
has created new areas for exposure to the several tick-borne diseases transmitted by these ticks (92, 143). Similarly, the continued
northward movement of Rh. sanguineus in Mediterranean countries and presence at higher elevations of Dermacentor ticks in
European countries (122) has increased concerns for transmission of diseases in those areas. However, while straightforward,
the environmental sampling of ticks and screening for different
pathogens is necessarily very sporadic and lacks an associated systematic assessment of tick density and whether different animal
reservoirs and changes in habitat may have become important in
those sites. This combination of factors has made it very difficult to model the risk of infection under the influence of novel
or unquantified variable host factors, including the diversity of
small and large animal hosts, their varying competence as reservoirs for pathogens, and the interplay between known and novel
undescribed pathogens. Although this information might be interpreted in the context of fairly well understood spatial and temporal
patterns of tick distributions, the microspatial factors, and seasonal
fluctuations can greatly influence the focal presence and geography of ticks and their interaction with multiple animal hosts and
their associated microbiota.
Ticks do not simply serve as an environment for rickettsial
propagation and maintenance through the germ line. Instead,
species of Rickettsia exhibit a continuum of interactions with
their arthropod hosts. While some may act as the prototypical
vertically maintained endosymbiont with potential benefit to the
tick, others are opportunistic pathogens or transient commensals employing vertical and horizontal transmission mechanisms
to varying degrees but without obvious or yet known effect on
the tick, and fortunately for tick populations, only a select few
cause major detrimental effects on their tick hosts. However, the
molecular factors that tip the balance between these life styles
for different species, and even strains of Rickettsia, are not yet
understood even though the genome sequences of many of these
isolates have been obtained. The rapid use of other advanced
molecular tools in microbiome surveys have further revealed the
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complexity of the microbial communities associated with different
tick species. These can include other bacteria, viruses, protozooans,
and fungi, each with their own biology, and potential effects
on host–pathogen interactions and diverse interactions with the
vectors that harbor them (144–146). The quantitative ratio of rickettsial pathogens to the total microbial community in ticks may
vary significantly depending on the tick species, its life stage, and
the sex of the adult (147). Much needs to be learned about the
functional, and potentially genetic, interactions between different
microbes in ticks and the effects of the quantity of different microbial taxa on the tick. Whether intrinsic symbiont populations play
a role in the selective acquisition, transmission, and expression of
virulence factors by rickettsial pathogens needs further investigation. Whether those interactions can be exploited for control of the
vector or for blocking acquisition of the pathogens are important
practical and public health issues. Both systematic environmental sampling to assess the consistency of certain components of
the bacterial community and state-of-the-art laboratory manipulations will be required to dissect both their natural ecological
importance and their potential practical applications (148).
One of the most profound developments of the last decade
in the eco-epidemiology of tick-borne rickettsioses has been its
increasing numerical impact on public health. Sporadic disease
certainly results from the complex and multifaceted interactions
occurring between human and reservoirs of infected ticks sustained by wildlife. However, increasingly larger outbreaks of some
tick-borne diseases are mediated directly through domestic and
companion animals, which harbor large populations of infected
ticks. One of the best examples is the persisting foci of R. rickettsii associated with Rh. sanguineus and peridomestic dogs in
eastern Arizona and sites in Mexico, which serve both as hosts
for feeding the ticks, the “reservoir” for these rickettsiae, and the
site for co-feeding transmission of the agent (66, 68). Although
the exact origin of the agents causing these sustained outbreaks
is not fully understood, they arose independently because of the
difference in the genotype of both the tick and the Rickettsia. The
foci also embody good examples of how human-aided movement
and maintenance of dogs can sustain the propagation of their ticks
and their rickettsiae and the potential for their rapid spread into
new environments. Even sustained efforts to decrease tick populations with acaricides were unsuccessful while elimination of the
dog host immediately reduced transmission.
Other Ixodid ticks, which have adapted to two or three vertebrate host cycles, have significant opportunities for expanding
the range of some rickettsioses to very large territories when the
infected ticks migrate with passerine birds as immatures (149).
Increasing numbers of the reports have described the presence of
known and novel rickettsiae and other tick-borne pathogens in
ticks collected from migratory birds (82, 150). Birds can serve
not only as a larval tick host and vehicle for their migration
for very long distances but can also establish persisting rickettsiemia [cited in Ref. (41)] that provides an infected host for
different ticks at the end of a migration. In this manner, birds
can serve as a highly mobile dispersive large effective reservoir
for rickettsial pathogens. Establishment of new endemic foci at
sites during the migration routes does require an optimal combination of climate and ecological factors and the availability of
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susceptible ticks and competent animal hosts to facilitate further dispersal and maintenance of the rickettsiae and for human
exposure to these agents. Although many of these interactions
have been postulated, systematic and quantitative assessment
of these importations need to be conducted as well as broadened studies of the vector competence of these ticks and the
susceptibility of potential native animal hosts to the imported
pathogens.

ACKNOWLEDGMENTS
The findings and conclusions described in this manuscripts are
those of the authors and do not necessarily represent the views
of the Centers for Disease Control and Prevention and the
Department of Health and Human Services (GAD).

REFERENCES
1. Parola P, Paddock CD, Socolovschi C, Labruna MB, Mediannikov O, Kernif
T, et al. Update on tick-borne rickettsioses around the world: a geographic approach. Clin Microbiol Rev (2013) 26(4):657–702. doi:10.1128/
CMR.00032-13
2. Tijsse-Klasen E, Koopmans MP, Sprong H. Tick-borne pathogen – reversed
and conventional discovery of disease. Front Public Health (2014) 2:73.
doi:10.3389/fpubh.2014.00073
3. Gillespie JJ, Williams K, Shukla M, Snyder EE, Nordberg EK, Ceraul SM, et al.
Rickettsia phylogenomics: unwinding the intricacies of obligate intracellular
life. PLoS One (2008) 3(4):e2018. doi:10.1371/journal.pone.0002018
4. Eremeeva ME. Molecular epidemiology of rickettsial diseases in North America. Ticks Tick Borne Dis (2012) 3(5–6):332–7. doi:10.1016/j.ttbdis.2012.10.022
5. Marchette NJ. Ecological Relationship and Evolution of the Rickettsiae. Boca
Raton, FL: CRC Press (1982).
6. Estrada-Pena A, Gray JS, Kahl O, Lane RS, Nijhof AM. Research on the ecology
of ticks and tick-borne pathogens – methodological principles and caveats.
Front Cell Infect Microbiol (2013) 3:29. doi:10.3389/fcimb.2013.00029
7. Santayana G. Reason in common sense. The Life of Reason. (Vol. 1), Dover Publications, Inc (1980). 284 p. Available from: http://www.gutenberg.org/files/
15000/15000-h/vol1.html#CHAPTER_I_THE_BIRTH_OF_REASON//
8. Mahara F. Japanese spotted fever: report of 31 cases and review of the literature.
Emerg Infect Dis (1997) 3(2):105–11. doi:10.3201/eid0302.970203
9. Obsomer V, Wirtgen M, Linden A, Claerebout E, Heyman P, Heylen D,
et al. Spatial disaggregation of tick occurrence and ecology at a local scale
as a preliminary step for spatial surveillance of tick-borne diseases: general
framework and health implications in Belgium. Parasit Vectors (2013) 6:190.
doi:10.1186/1756-3305-6-190
10. Ogden NH, Mechai S, Margos G. Changing geographic ranges of ticks and
tick-borne pathogens: drivers, mechanisms and consequences for pathogen
diversity. Front Cell Infect Microbiol (2013) 3:46. doi:10.3389/fcimb.2013.00046
11. Szabo MP, Pinter A, Labruna MB. Ecology, biology and distribution of
spotted-fever tick vectors in Brazil. Front Cell Infect Microbiol (2013) 3:27.
doi:10.3389/fcimb.2013.00027
12. McCoy KD, Leger E, Dietrich M. Host specialization in ticks and transmission of tick-borne diseases: a review. Front Cell Infect Microbiol (2013) 3:57.
doi:10.3389/fcimb.2013.00057
13. Barrett A, Little SE, Shaw E. “Rickettsia amblyommii” and R. montanensis infection in dogs following natural exposure to ticks. Vector Borne Zoonotic Dis
(2014) 14(1):20–5. doi:10.1089/vbz.2013.1325
14. Stromdahl EY, Vince MA, Billingsley PM, Dobbs NA, Williamson PC. Rickettsia
amblyommii infecting Amblyomma americanum larvae. Vector Borne Zoonotic
Dis (2008) 8(1):15–24. doi:10.1089/vbz.2007.0138
15. Apperson CS, Engber B, Nicholson WL, Mead DG, Engel J, Yabsley MJ, et al.
Tick-borne diseases in North Carolina: is “Rickettsia amblyommii” a possible
cause of rickettsiosis reported as Rocky Mountain spotted fever? Vector Borne
Zoonotic Dis (2008) 8(5):597–606. doi:10.1089/vbz.2007.0271
16. Ricketts HT. The transmission of Rocky Mountain spotted fever by the bite of
the wood-tick (Dermacentor occidentalis). JAMA (1906) 47:358. doi:10.1001/
jama.1906.25210050042002j

April 2015 | Volume 3 | Article 55 | 13

Eremeeva and Dasch

17. Ricketts HT. The study of “Rocky Mountain spotted fever” (Tick fever?) by
means of animal inoculation. JAMA (1906) 47:33–6. doi:10.1001/jama.1906.
25210010033001j
18. Ricketts HT. A micro-organism which apparently has a specific relationship to
Rocky Mountain spotted fever. JAMA (1909) LII(5):379–80. doi:10.1001/jama.
1909.25420310039002
19. Busenberg S, Cooke KL. The population dynamics of two vertically transmitted
infections. Theor Popul Biol (1988) 33(2):181–98. doi:10.1016/0040-5809(88)
90012-3
20. Gaff H, Nadolny R. Identifying requirements for the invasion of a tick
species and tick-borne pathogen through TICKSIM. Math Biosci Eng (2013)
10(3):625–35. doi:10.3934/mbe.2013.10.625
21. Burgdorfer W. A review of Rocky Mountain spotted fever (tick-borne typhus),
its agent, and its tick vectors in the United States. J Med Entomol (1975)
12(3):269–78. doi:10.1093/jmedent/12.3.269
22. Burgdorfer W, Friedhoff KT, Lancaster JL Jr. Natural history of tick-borne spotted fever in the USA. Susceptibility of small mammals to virulent Rickettsia
rickettsii. Bull World Health Organ (1966) 35(2):149–53.
23. Karpathy SE, Dasch GA, Eremeeva ME. Molecular typing of isolates of Rickettsia rickettsii by use of DNA sequencing of variable intergenic regions. J Clin
Microbiol (2007) 45(8):2545–53. doi:10.1128/JCM.00367-07
24. Paddock CD, Denison AM, Lash RR, Liu L, Batten BC, Dahlgren FS, et al.
Phylogeography of Rickettsia rickettsii genotypes associated with fatal Rocky
Mountain spotted fever. Am J Trop Med Hyg (2014) 91(3):589–97. doi:10.4269/
ajtmh.14-0146
25. Eremeeva ME, Dasch GA. Closing the gaps between genotype and phenotype
in Rickettsia rickettsii. Ann N Y Acad Sci (2009) 1166:12–26. doi:10.1111/j.17496632.2009.04526.x
26. Gould DJ, Miesse ML. Recovery of a Rickettsia of the spotted fever group
from Microtus pennsylvanicus from Virginia. Proc Soc Exp Biol Med (1954)
85(4):558–61. doi:10.3181/00379727-85-20950
27. Bozeman FM, Shirai A, Humphries JW, Fuller HS. Ecology of Rocky Mountain
spotted fever. II. Natural infection of wild mammals and birds in Virginia and
Maryland. Am J Trop Med Hyg (1967) 16(1):48–59.
28. Shirai A, Bozeman FM, Perri S, Humphries JW, Fuller HS. Ecology of Rocky
Mountain spotted fever. I. Rickettsia rickettsii recovered from a cottontail rabbit
from Virginia. Proc Soc Exp Biol Med (1961) 107:211–4. doi:10.3181/00379727107-26581
29. Shirai A, Bozeman FM, Humphries JW, Elisberg BL, Faber JE. Experimental
infection of the cotton rat Sigmodon hispidus with Rickettsia rickettsii. J Bacteriol (1967) 94(5):1334–9.
30. Burgdorfer W, Newhouse VF, Pickens EG, Lackman DB. Ecology of Rocky
Mountain spotted fever in Western Montana. I. Isolation of Rickettsia rickettsii
from wild mammals. Am J Hyg (1962) 76:293–301.
31. Souza CE, Moraes-Filho J, Ogrzewalska M, Uchoa FC, Horta MC, Souza SS,
et al. Experimental infection of capybaras Hydrochoerus hydrochaeris by Rickettsia rickettsii and evaluation of the transmission of the infection to ticks
Amblyomma cajennense. Vet Parasitol (2009) 161(1–2):116–21. doi:10.1016/j.
vetpar.2008.12.010
32. Krawczak FS, Nieri-Bastos FA, Nunes FP, Soares JF, Moraes-Filho J, Labruna
MB. Rickettsial infection in Amblyomma cajennense ticks and capybaras
(Hydrochoerus hydrochaeris) in a Brazilian spotted fever-endemic area. Parasit
Vectors (2014) 7:7. doi:10.1186/1756-3305-7-7
33. Horta MC, Moraes-Filho J, Casagrande RA, Saito TB, Rosa SC, Ogrzewalska M, et al. Experimental infection of opossums Didelphis aurita by
Rickettsia rickettsii and evaluation of the transmission of the infection to
ticks Amblyomma cajennense. Vector Borne Zoonotic Dis (2009) 9(1):109–18.
doi:10.1089/vbz.2008.0114
34. Piranda EM, Faccini JL, Pinter A, Pacheco RC, Cancado PH, Labruna MB.
Experimental infection of Rhipicephalus sanguineus ticks with the bacterium
Rickettsia rickettsii, using experimentally infected dogs. Vector Borne Zoonotic
Dis (2011) 11(1):29–36. doi:10.1089/vbz.2009.0250
35. Norment BR, Burgdorfer W. Susceptibility and reservoir potential of
the dog to spotted fever-group rickettsiae. Am J Vet Res (1984) 45(9):
1706–10.
36. Edwards KT, Goddard J, Jones TL, Paddock CD, Varela-Stokes AS. Cattle and
the natural history of Rickettsia parkeri in Mississippi. Vector Borne Zoonotic
Dis (2011) 11(5):485–91. doi:10.1089/vbz.2010.0056

Frontiers in Public Health | Epidemiology

Tick-borne rickettsiae and rickettsioses

37. Moraru GM, Goddard J, Paddock CD, Varela-Stokes A. Experimental infection
of cotton rats and bobwhite quail with Rickettsia parkeri. Parasit Vectors (2013)
6:70. doi:10.1186/1756-3305-6-70
38. Levin ML, Killmaster LF, Zemtsova GE. Domestic dogs (Canis familiaris)
as reservoir hosts for Rickettsia conorii. Vector Borne Zoonotic Dis (2012)
12(1):28–33. doi:10.1089/vbz.2011.0684
39. Levin ML, Zemtsova GE, Montgomery M, Killmaster LF. Effects of homologous and heterologous immunization on the reservoir competence of domestic
dogs for Rickettsia conorii (israelensis). Ticks Tick Borne Dis (2014) 5(1):33–40.
doi:10.1016/j.ttbdis.2013.07.010
40. Rovery C, Brouqui P, Raoult D. Questions on Mediterranean spotted fever a
century after its discovery. Emerg Infect Dis (2008) 14(9):1360–7. doi:10.3201/
eid1409.071133
41. Lyskovtsev MM. Tickborne rickettsiosis. Misc Publ Entomol Soc Am (1968)
6(2):41–140.
42. Pavlovsky EN. Natural focality of infectious and parasitic diseases. Vestn Akad
Nauk SSSR (1939) 10:98–108.
43. Rudakov NV, Obert AS. Tick-Borne Rickettsiosis. Omsk: Printing Center of
Omsk State Medical Academy, Ministry of Health of Russia Federation (2001).
120 p.
44. Fournier PE, Gouriet F, Brouqui P, Lucht F, Raoult D. Lymphangitisassociated rickettsiosis, a new rickettsiosis caused by Rickettsia sibirica mongolotimonae: seven new cases and review of the literature. Clin Infect Dis (2005)
40(10):1435–44. doi:10.1086/429625
45. Eremeeva ME, Santucci LA, Popov VL, Walker DH, Silverman DJ. Rickettsia
rickettsii infection in human endothelial cells: oxidative injury and reorganization of the cytoskeleton. In: Raoult D, Brouqui P, editors. Rickettsiae and
Rickettsial Diseases at the Turn of the Third Millenium. Paris: Elsevier (1999). p.
128–44.
46. Eremeeva ME, Dasch GA, Silverman DJ. Interaction of rickettsiae with eukaryotic cells. Adhesion, entry, intracellular growth, and host cell responses. Subcell
Biochem (2000) 33:479–516. doi:10.1007/978-1-4757-4580-1_19
47. Eremeeva ME, Dasch GA, Silverman DJ. Quantitative analyses of variations in
the injury of endothelial cells elicited by 11 isolates of Rickettsia rickettsii. Clin
Diagn Lab Immunol (2001) 8(4):788–96. doi:10.1128/CDLI.8.4.788-796.2001
48. Grasperge BJ, Morgan TW, Paddock CD, Peterson KE, Macaluso KR. Feeding by Amblyomma maculatum (Acari: Ixodidae) enhances Rickettsia parkeri (Rickettsiales: Rickettsiaceae) infection in the skin. J Med Entomol (2014)
51(4):855–63. doi:10.1603/ME13248
49. Rehacek J, Urvolgyi J, Brezina R, Kazar J, Kovacova E. Experimental infection
of hare (Lepus europaeus) with Coxiella burnetii and Rickettsia slovaca. Acta
Virol (1978) 22(5):417–25.
50. Sammons LS, Kenyon RH, Hickman RL, Pedersen CE Jr. Susceptibility of laboratory animals to infection by spotted fever group rickettsiae. Lab Anim Sci
(1977) 27(2):229–34.
51. Nicholson WL, Allen KE, McQuiston JH, Breitschwerdt EB, Little SE. The
increasing recognition of rickettsial pathogens in dogs and people. Trends Parasitol (2010) 26(4):205–12. doi:10.1016/j.pt.2010.01.007
52. Alexandre N, Santos AS, Bacellar F, Boinas FJ, Nuncio MS, de Sousa R. Detection of Rickettsia conorii strains in Portuguese dogs (Canis familiaris). Ticks
Tick Borne Dis (2011) 2(2):119–22. doi:10.1016/j.ttbdis.2011.03.001
53. Kidd L, Maggi R, Diniz PP, Hegarty B, Tucker M, Breitschwerdt E. Evaluation
of conventional and real-time PCR assays for detection and differentiation
of spotted fever group Rickettsia in dog blood. Vet Microbiol (2008) 129(3–
4):294–303. doi:10.1016/j.vetmic.2007.11.035
54. Solano-Gallego L, Trotta M, Caldin M, Furlanello T. Molecular survey of Rickettsia spp. in sick dogs in Italy. Zoonoses Public Health (2008) 55(8–10):521–5.
doi:10.1111/j.1863-2378.2008.01149.x
55. Kelly PJ, Mason PR. Transmission of a spotted fever group Rickettsia by Amblyomma hebraeum (Acari: Ixodidae). J Med Entomol (1991) 28(5):598–600.
doi:10.1093/jmedent/28.5.598
56. Inokuma H, Matsuda H, Sakamoto L, Tagawa M, Matsumoto K. Evaluation
of Rickettsia japonica pathogenesis and reservoir potential in dogs by experimental inoculation and epidemiologic survey. Clin Vaccine Immunol (2011)
18(1):161–6. doi:10.1128/CVI.00369-10
57. Kelly PJ, Matthewman LA, Mason PR, Courtney S, Katsande C, Rukwava J.
Experimental infection of dogs with a Zimbabwean strain of Rickettsia conorii.
J Trop Med Hyg (1992) 95(5):322–6.

April 2015 | Volume 3 | Article 55 | 14

Eremeeva and Dasch

58. Breitschwerdt EB, Walker DH, Levy MG, Burgdorfer W, Corbett WT, Hurlbert
SA, et al. Clinical, hematologic, and humoral immune response in female dogs
inoculated with Rickettsia rickettsii and Rickettsia montana. Am J Vet Res (1988)
49(1):70–6.
59. Breitschwerdt EB, Levy MG, Davidson MG, Walker DH, Burgdorfer W, Curtis BC, et al. Kinetics of IgM and IgG responses to experimental and naturally acquired Rickettsia rickettsii infection in dogs. Am J Vet Res (1990)
51(8):1312–26.
60. Greene CE, Breitschwerdt EB. Rocky Mountain spotted fever, murine typhuslike disease, rickettsialpox, typhus, and Q fever. 3rd ed. In: Greene CE, editor.
Infectious Diseases of the Dog and Cat. St. Louis, MO: Saunders Elsevier (2006).
p. 232–45.
61. Paddock CD, Brenner O, Vaid C, Boyd DB, Berg JM, Joseph RJ, et al. Short
report: concurrent Rocky Mountain spotted fever in a dog and its owner. Am J
Trop Med Hyg (2002) 66(2):197–9.
62. Elchos BN, Goddard J. Implications of presumptive fatal Rocky Mountain
spotted fever in two dogs and their owner. J Am Vet Med Assoc (2003)
223(10):1450–2, 1433. doi:10.2460/javma.2003.223.1450
63. Pinna A, Sotgiu M, Carta F, Zanetti S, Fadda G. Oculoglandular syndrome in
Mediterranean spotted fever acquired through the eye. Br J Ophthalmol (1997)
81(2):172. doi:10.1136/bjo.81.2.e168
64. Tarasevich IV, Makarova VA, Fetisova NF, Stepanov AV, Miskarova ED, Raoult
D. Studies of a “new” rickettsiosis “Astrakhan” spotted fever. Eur J Epidemiol
(1991) 7(3):294–8. doi:10.1007/BF00145681
65. Uspensky I, Ioffe-Uspensky I. The dog factor in brown dog tick Rhipicephalus
sanguineus (Acari: Ixodidae) infestations in and near human dwellings. Int
J Med Microbiol (2002) 291(Suppl 33):156–63. doi:10.1016/S1438-4221(02)
80030-3
66. Demma LJ, Traeger MS, Nicholson WL, Paddock CD, Blau DM, Eremeeva ME,
et al. Rocky Mountain spotted fever from an unexpected tick vector in Arizona.
N Engl J Med (2005) 353(6):587–94. doi:10.1056/NEJMoa050043
67. Cunha NC, Fonseca AH, Rezende J, Rozental T, Favacho ARM, Barreira JD,
et al. First identification of natural infection of Rickettsia rickettsii in Rhipicephalus sanguineus tick in the state of Rio de Janeiro. Pesqui Agropecu Bras
(2009) 29:105–8. doi:10.1590/S0100-736X2009000200003
68. Eremeeva ME, Zambrano ML, Anaya L, Beati L, Karpathy SE, Santos-Silva
MM, et al. Rickettsia rickettsii in Rhipicephalus ticks, Mexicali, Mexico. J Med
Entomol (2011) 48(2):418–21. doi:10.1603/ME10181
69. Niebylski ML, Peacock MG, Schwan TG. Lethal effect of Rickettsia rickettsii
on its tick vector (Dermacentor andersoni). Appl Environ Microbiol (1999)
65(2):773–8.
70. Parola P, Paddock CD, Raoult D. Tick-borne rickettsioses around the world:
emerging diseases challenging old concepts. Clin Microbiol Rev (2005)
18(4):719–56. doi:10.1128/CMR.18.4.719-756.2005
71. Parola P, Socolovschi C, Jeanjean L, Bitam I, Fournier PE, Sotto A, et al. Warmer
weather linked to tick attack and emergence of severe rickettsioses. PLoS Negl
Trop Dis (2008) 2(11):e338. doi:10.1371/journal.pntd.0000338
72. Beeler E, Abramowicz KF, Zambrano ML, Sturgeon MM, Khalaf N, Hu R, et al.
A focus of dogs and Rickettsia massiliae-infected Rhipicephalus sanguineus in
California. Am J Trop Med Hyg (2011) 84(2):244–9. doi:10.4269/ajtmh.2011.
10-0355
73. Barbieri AR, Filho JM, Nieri-Bastos FA, Souza JC Jr, Szabo MP, Labruna MB.
Epidemiology of Rickettsia sp. strain Atlantic rainforest in a spotted feverendemic area of southern Brazil. Ticks Tick Borne Dis (2014) 5(6):848–53.
doi:10.1016/j.ttbdis.2014.07.010
74. Romer Y, Nava S, Govedic F, Cicuttin G, Denison AM, Singleton J, et al. Rickettsia parkeri rickettsiosis in different ecological regions of Argentina and its
association with Amblyomma tigrinum as a potential vector. Am J Trop Med
Hyg (2014) 91(6):1156–60. doi:10.4269/ajtmh.14-0334
75. Portillo A, Garcia-Garcia C, Sanz MM, Santibanez S, Venzal JM, Oteo JA. A
confirmed case of Rickettsia parkeri infection in a traveler from Uruguay. Am J
Trop Med Hyg (2013) 89(6):1203–5. doi:10.4269/ajtmh.13-0436
76. Almeida RF, Garcia MV, Cunha RC, Matias J, Labruna MB, Andreotti R.
The first report of Rickettsia spp. in Amblyomma nodosum in the state
of Mato Grosso do Sul, Brazil. Ticks Tick Borne Dis (2013) 4(1–2):156–9.
doi:10.1016/j.ttbdis.2012.08.002
77. Flores-Mendoza C, Florin D, Felices V, Pozo EJ, Graf PC, Burrus RG,
et al. Detection of Rickettsia parkeri from within Piura, Peru, and the first
reported presence of Candidatus Rickettsia andeanae in the tick Rhipicephalus

www.frontiersin.org

Tick-borne rickettsiae and rickettsioses

78.

79.

80.

81.

82.

83.

84.
85.

86.

87.

88.

89.

90.

91.

92.

93.

94.

95.

96.

sanguineus. Vector Borne Zoonotic Dis (2013) 13(7):505–8. doi:10.1089/vbz.
2012.1028
Lado P, Castro O, Labruna MB, Venzal JM. First molecular detection of
Rickettsia parkeri in Amblyomma tigrinum and Amblyomma dubitatum ticks
from Uruguay. Ticks Tick Borne Dis (2014) 5(6):660–2. doi:10.1016/j.ttbdis.
2014.04.021
Matias J, Garcia MV, Cunha RC, Aguirre AD, Barros JC, Csordas BG, et al.
Spotted fever group Rickettsia in Amblyomma dubitatum tick from the urban
area of Campo Grande, Mato Grosso do Sul, Brazil. Ticks Tick Borne Dis (2015)
6:107–10. doi:10.1016/j.ttbdis.2014.10.001
Nieri-Bastos FA, Szabo MP, Pacheco RC, Soares JF, Soares HS, Moraes-Filho J,
et al. Comparative evaluation of infected and noninfected Amblyomma triste
ticks with Rickettsia parkeri, the agent of an emerging rickettsiosis in the New
World. Biomed Res Int (2013) 2013:402737. doi:10.1155/2013/402737
Ogrzewalska M, Martins T, Capek M, Literak I, Labruna MB. A Rickettsia
parkeri-like agent infecting Amblyomma calcaratum nymphs from wild birds
in Mato Grosso do Sul, Brazil. Ticks Tick Borne Dis (2013) 4(1–2):145–7.
doi:10.1016/j.ttbdis.2012.07.001
Mukherjee N, Beati L, Sellers M, Burton L, Adamson S, Robbins RG, et al.
Importation of exotic ticks and tick-borne spotted fever group rickettsiae
into the United States by migrating songbirds. Ticks Tick Borne Dis (2014)
5(2):127–34. doi:10.1016/j.ttbdis.2013.09.009
Hiraoka H, Shimada Y, Sakata Y, Watanabe M, Itamoto K, Okuda M, et al.
Detection of rickettsial DNA in ixodid ticks recovered from dogs and cats in
Japan. J Vet Med Sci (2005) 67(12):1217–22. doi:10.1292/jvms.67.1217
Reif KE, Macaluso KR. Ecology of Rickettsia felis: a review. J Med Entomol
(2009) 46(4):723–36. doi:10.1603/033.046.0402
Segura F, Pons I, Miret J, Pla J, Ortuño A, Nogueras MM. The role of cats in
the eco-epidemiology of spotted fever group diseases. Parasit Vectors (2014)
7(1):353. doi:10.1186/1756-3305-7-353
Mutai BK, Wainaina JM, Magiri CG, Nganga JK, Ithondeka PM, Njagi ON,
et al. Zoonotic surveillance for rickettsiae in domestic animals in Kenya. Vector
Borne Zoonotic Dis (2013) 13(6):360–6. doi:10.1089/vbz.2012.0977
Kleinerman G, Baneth G, Mumcuoglu KY, van Straten M, Berlin D, Apanaskevich DA, et al. Molecular detection of Rickettsia africae, Rickettsia aeschlimannii, and Rickettsia sibirica mongolitimonae in camels and Hyalomma spp. ticks
from Israel. Vector Borne Zoonotic Dis (2013) 13(12):851–6. doi:10.1089/vbz.
2013.1330
Abdel-Shafy S, Allam NA, Mediannikov O, Parola P, Raoult D. Molecular detection of spotted fever group rickettsiae associated with ixodid ticks in Egypt.
Vector Borne Zoonotic Dis (2012) 12(5):346–59. doi:10.1089/vbz.2010.0241
Milhano N, Palma M, Marcili A, Nuncio MS, de Carvalho IL, de Sousa R.
Rickettsia lusitaniae sp. nov. isolated from the soft tick Ornithodoros erraticus
(Acarina: Argasidae). Comp Immunol Microbiol Infect Dis (2014) 37(3):189–93.
doi:10.1016/j.cimid.2014.01.006
Sonenshine DE. The biology of tick vectors of human disease. In: Goodman
JL, Dennis DT, Sonenshine DE, editors. Tick-Borne Diseases of Humans. Washington, DC: ASM Press (2005). p. 12–36.
Dergousoff SJ, Galloway TD, Lindsay LR, Curry PS, Chilton NB. Range expansion of Dermacentor variabilis and Dermacentor andersoni (Acari: Ixodidae)
near their northern distributional limits. J Med Entomol (2013) 50(3):510–20.
doi:10.1603/ME12193
Cortinas R, Spomer S. Lone star tick (Acari: Ixodidae) occurrence in Nebraska:
historical and current perspectives. J Med Entomol (2013) 50(2):244–51.
doi:10.1603/ME12207
Medlock JM, Hansford KM, Bormane A, Derdakova M, Estrada-Pena A, George
JC, et al. Driving forces for changes in geographical distribution of Ixodes ricinus ticks in Europe. Parasit Vectors (2013) 6:1. doi:10.1186/1756-3305-6-1
Porretta D, Mastrantonio V, Amendolia S, Gaiarsa S, Epis S, Genchi C,
et al. Effects of global changes on the climatic niche of the tick Ixodes ricinus inferred by species distribution modelling. Parasit Vectors (2013) 6:271.
doi:10.1186/1756-3305-6-271
Troughton DR, Levin ML. Life cycles of seven ixodid tick species (Acari:
Ixodidae) under standardized laboratory conditions. J Med Entomol (2007)
44(5):732–40. doi:10.1603/0022-2585(2007)44[732:LCOSIT]2.0.CO;2
Nonaka E, Ebel GD, Wearing HJ. Persistence of pathogens with short infectious periods in seasonal tick populations: the relative importance of three
transmission routes. PLoS One (2010) 5(7):e11745. doi:10.1371/journal.pone.
0011745

April 2015 | Volume 3 | Article 55 | 15

Eremeeva and Dasch

97. Randolph SE. Transmission of tick-borne pathogens between co-feeding ticks:
Milan Labuda’s enduring paradigm. Ticks Tick Borne Dis (2011) 2(4):179–82.
doi:10.1016/j.ttbdis.2011.07.004
98. Harrison A, Bennett NC. The importance of the aggregation of ticks on small
mammal hosts for the establishment and persistence of tick-borne pathogens:
an investigation using the R(0) model. Parasitology (2012) 139(12):1605–13.
doi:10.1017/S0031182012000893
99. Zemtsova G, Killmaster LF, Mumcuoglu KY, Levin ML. Co-feeding as a route
for transmission of Rickettsia conorii israelensis between Rhipicephalus sanguineus ticks. Exp Appl Acarol (2010) 52(4):383–92. doi:10.1007/s10493-0109375-7
100. Simser JA, Palmer AT, Munderloh UG, Kurtti TJ. Isolation of a spotted fever
group Rickettsia, Rickettsia peacockii, in a Rocky Mountain wood tick, Dermacentor andersoni, cell line. Appl Environ Microbiol (2001) 67(2):546–52.
doi:10.1128/AEM.67.2.546-552.2001
101. Price WH. The epidemiology of Rocky Mountain spotted fever. II. Studies
on the biological survival mechanism of Rickettsia rickettsii. Am J Hyg (1954)
60(3):292–319.
102. Burgdorfer W, Brinton LP. Mechanisms of transovarial infection of spotted
fever Rickettsiae in ticks. Ann N Y Acad Sci (1975) 266:61–72. doi:10.1111/j.
1749-6632.1975.tb35088.x
103. Neitz WO, Alexander RA, Mason JH. The transmission of tick-borne fever by
the dog tick Rhipicephalus sanguineus. Onderstepoort J Vet Sci Anim Ind (1941)
16:9–17.
104. Telford SR III. Status of the “east side hypothesis” (transovarial interference)
25 years later. Ann N Y Acad Sci (2009) 1166:144–50. doi:10.1111/j.1749-6632.
2009.04522.x
105. Soares JF, Soares HS, Barbieri AM, Labruna MB. Experimental infection of
the tick Amblyomma cajennense, cayenne tick, with Rickettsia rickettsii, the
agent of Rocky Mountain spotted fever. Med Vet Entomol (2012) 26(2):139–51.
doi:10.1111/j.1365-2915.2011.00982.x
106. Santos AS, Bacellar F, Santos-Silva M, Formosinho P, Gracio AJ, Franca S. Ultrastructural study of the infection process of Rickettsia conorii in the salivary
glands of the vector tick Rhipicephalus sanguineus. Vector Borne Zoonotic Dis
(2002) 2(3):165–77. doi:10.1089/15303660260613738
107. Matsumoto K, Brouqui P, Raoult D, Parola P. Experimental infection models
of ticks of the Rhipicephalus sanguineus group with Rickettsia conorii. Vector
Borne Zoonotic Dis (2005) 5(4):363–72. doi:10.1089/vbz.2005.5.363
108. Levin ML, Killmaster L, Eremeeva ME, Dasch GA. Effects of Rickettsia conorii
infection on the survival of Rhipicephalus sanguineus ticks. Clin Microbiol Infect
(2009) 15(Suppl 2):277–8. doi:10.1111/j.1469-0691.2008.02234.x
109. Levin ML, Killmaster L, Zemtsova G, Grant D, Mumcuoglu KY, Eremeeva
ME, et al. Incongruent effects of two isolates of Rickettsia conorii on the survival of Rhipicephalus sanguineus ticks. Exp Appl Acarol (2009) 49(4):347–59.
doi:10.1007/s10493-009-9268-9
110. Matsumoto K, Ogawa M, Brouqui P, Raoult D, Parola P. Transmission of Rickettsia massiliae in the tick, Rhipicephalus turanicus. Med Vet Entomol (2005)
19(3):263–70. doi:10.1111/j.1365-2915.2005.00569.x
111. Freitas LH, Faccini JL, Labruna MB. Experimental infection of the rabbit
tick, Haemaphysalis leporispalustris, with the bacterium Rickettsia rickettsii, and
comparative biology of infected and uninfected tick lineages. Exp Appl Acarol
(2009) 47(4):321–45. doi:10.1007/s10493-008-9220-4
112. Labruna MB, Ogrzewalska M, Soares JF, Martins TF, Soares HS, Moraes-Filho
J, et al. Experimental infection of Amblyomma aureolatum ticks with Rickettsia
rickettsii. Emerg Infect Dis (2011) 17(5):829–34. doi:10.3201/eid1705.101524
113. Socolovschi C, Matsumoto K, Brouqui P, Raoult D, Parola P. Experimental
infection of Rhipicephalus sanguineus with Rickettsia conorii conorii. Clin Microbiol Infect (2009) 15(Suppl 2):324–5. doi:10.1111/j.1469-0691.2008.02257.x
114. Socolovschi C, Bitam I, Raoult D, Parola P. Transmission of Rickettsia conorii
conorii in naturally infected Rhipicephalus sanguineus. Clin Microbiol Infect
(2009) 15(Suppl 2):319–21. doi:10.1111/j.1469-0691.2008.02257.x
115. Socolovschi C, Huynh TP, Davoust B, Gomez J, Raoult D, Parola P. Transovarial
and trans-stadial transmission of Rickettsiae africae in Amblyomma variegatum
ticks. Clin Microbiol Infect (2009) 15(Suppl 2):317–8. doi:10.1111/j.1469-0691.
2008.02278.x
116. Macaluso KR, Sonenshine DE, Ceraul SM, Azad AF. Rickettsial infection in
Dermacentor variabilis (Acari: Ixodidae) inhibits transovarial transmission of

Frontiers in Public Health | Epidemiology

Tick-borne rickettsiae and rickettsioses

a second Rickettsia. J Med Entomol (2002) 39(6):809–13. doi:10.1603/00222585-39.6.809
117. Burgdorfer W, Hayes SF, Mavros AJ. Nonpathogenic rickettsiae in Dermacentor andersoni: a limiting factor for the distribution of Rickettsia rickettsii. In:
Burgdorfer W, Anacker RL, editors. Rickettsiae and Rickettsial Diseases. New
York, NY: Academic Press (1981). p. 585–94.
118. Carmichael JR, Fuerst PA. Molecular detection of Rickettsia bellii, Rickettsia
montanensis, and Rickettsia rickettsii in a Dermacentor variabilis tick from
nature. Vector Borne Zoonotic Dis (2010) 10(2):111–5. doi:10.1089/vbz.2008.
0083
119. Wikswo ME, Hu R, Dasch GA, Krueger L, Arugay A, Jones K, et al. Detection and identification of spotted fever group rickettsiae in Dermacentor species from southern California. J Med Entomol (2008) 45(3):509–16.
doi:10.1603/0022-2585(2008)45[509:DAIOSF]2.0.CO;2
120. Sunyakumthorn P, Petchampai N, Grasperge BJ, Kearney MT, Sonenshine DE,
Macaluso KR. Gene expression of tissue-specific molecules in ex vivo Dermacentor variabilis (Acari: Ixodidae) during rickettsial exposure. J Med Entomol
(2013) 50(5):1089–96. doi:10.1603/ME12162
121. Sakai RK, Costa FB, Ueno TE, Ramirez DG, Soares JF, Fonseca AH, et al.
Experimental infection with Rickettsia rickettsii in an Amblyomma dubitatum
tick colony, naturally infected by Rickettsia bellii. Ticks Tick Borne Dis (2014)
5(6):917–23. doi:10.1016/j.ttbdis.2014.07.003
122. Estrada-Pena A. Climate, niche, ticks, and models: what they are and how we
should interpret them. Parasitol Res (2008) 103(Suppl 1):S87–95. doi:10.1007/
s00436-008-1056-7
123. Kaufman WR. Ticks: physiological aspects with implications for pathogen
transmission. Ticks Tick Borne Dis (2010) 1:11–22. doi:10.1016/j.ttbdis.2009.
12.001
124. Dallas TA, Fore SA, Kim HJ. Modeling the influence of Peromyscus leucopus body mass, sex, and habitat on immature Dermacentor variabilis
burden. J Vector Ecol (2012) 37(2):338–41. doi:10.1111/j.1948-7134.2012.
00236.x
125. de Sousa R, Luz T, Parreira P, Santos-Silva M, Bacellar F. Boutonneuse fever and
climate variability. Ann N Y Acad Sci (2006) 1078:162–9. doi:10.1196/annals.
1374.029
126. Estrada-Pena A, Venzal JM. Climate niches of tick species in the Mediterranean
region: modeling of occurrence data, distributional constraints, and impact
of climate change. J Med Entomol (2007) 44(6):1130–8. doi:10.1603/00222585(2007)44[1130:CNOTSI]2.0.CO;2
127. Eisen L, Meyer AM, Eisen RJ. Climate-based model predicting acarological risk
of encountering the human-biting adult life stage of Dermacentor andersoni
(Acari: Ixodidae) in a key habitat type in Colorado. J Med Entomol (2007)
44(4):694–704. doi:10.1093/jmedent/44.2.359
128. Beugnet F, Kolasinski M, Michelangeli PA, Vienne J, Loukos H. Mathematical
modelling of the impact of climatic conditions in France on Rhipicephalus sanguineus tick activity and density since 1960. Geospat Health (2011) 5(2):255–63.
doi:10.4081/gh.2011.178
129. Boeckmann M, Joyner TA. Old health risks in new places? An ecological niche
model for I. ricinus tick distribution in Europe under a changing climate.
Health Place (2014) 30:70–7. doi:10.1016/j.healthplace.2014.08.004
130. Beugnet F, Chalvet-Monfray K, Loukos H. FleaTickRisk: a meteorological
model developed to monitor and predict the activity and density of three
tick species and the cat flea in Europe. Geospat Health (2009) 4(1):97–113.
doi:10.4081/gh.2009.213
131. Alexander KA, Lewis BL, Marathe M, Eubank S, Blackburn JK. Modeling of
wildlife-associated zoonoses: applications and caveats. Vector Borne Zoonotic
Dis (2012) 12(12):1005–18. doi:10.1089/vbz.2012.0987
132. Atkinson SF, Sarkar S, Avina A, Schuermann JA, Williamson P. Modelling spatial concordance between Rocky Mountain spotted fever disease incidence and
habitat probability of its vector Dermacentor variabilis (American dog tick).
Geospat Health (2012) 7(1):91–100. doi:10.4081/gh.2012.108
133. Cooksey LM, Haile DG, Mount GA. Computer simulation of Rocky Mountain
spotted fever transmission by the American dog tick (Acari: Ixodidae). J Med
Entomol (1990) 27(4):671–80. doi:10.1093/jmedent/27.4.671
134. Mount GA, Haile DG. Computer simulation of population dynamics of the
American dog tick (Acari: Ixodidae). J Med Entomol (1989) 26(1):60–76.
doi:10.1093/jmedent/26.1.60

April 2015 | Volume 3 | Article 55 | 16

Eremeeva and Dasch

135. Ammerman NC, Swanson KI, Anderson JM, Schwartz TR, Seaberg EC, Glass
GE, et al. Spotted-fever group Rickettsia in Dermacentor variabilis, Maryland.
Emerg Infect Dis (2004) 10(8):1478–81. doi:10.3201/eid1008.030882
136. Stromdahl EY, Jiang J, Vince M, Richards AL. Infrequency of Rickettsia rickettsii in Dermacentor variabilis removed from humans, with comments on
the role of other human-biting ticks associated with spotted fever group rickettsiae in the United States. Vector Borne Zoonotic Dis (2011) 11(7):969–77.
doi:10.1089/vbz.2010.0099
137. Kollars TM Jr. Interspecific differences between small mammals as hosts of
immature Dermacentor variabilis (Acari: Ixodidae) and a model for detection of high risk areas of Rocky Mountain spotted fever. J Parasitol (1996)
82(5):707–10. doi:10.2307/3283879
138. Adjemian JZ, Krebs J, Mandel E, McQuiston J. Spatial clustering by disease
severity among reported Rocky Mountain spotted fever cases in the United
States, 2001-2005. Am J Trop Med Hyg (2009) 80(1):72–7.
139. Moncayo AC, Cohen SB, Fritzen CM, Huang E, Yabsley MJ, Freye JD, et al.
Absence of Rickettsia rickettsii and occurrence of other spotted fever group
rickettsiae in ticks from Tennessee. Am J Trop Med Hyg (2010) 83(3):653–7.
doi:10.4269/ajtmh.2010.09-0197
140. Blanton LS. Rickettsial infections in the tropics and in the traveler. Curr Opin
Infect Dis (2013) 26(5):435–40. doi:10.1097/QCO.0b013e328363811b
141. Shapiro MR, Fritz CL, Tait K, Paddock CD, Nicholson WL, Abramowicz KF,
et al. Rickettsia 364D: a newly recognized cause of eschar-associated illness in
California. Clin Infect Dis (2010) 50(4):541–8. doi:10.1086/649926
142. Ahantarig A, Trinachartvanit W, Baimai V, Grubhoffer L. Hard ticks and their
bacterial endosymbionts (or would be pathogens). Folia Microbiol (2013)
58(5):419–28. doi:10.1007/s12223-013-0222-1
143. Teel PD, Ketchum HR, Mock DE, Wright RE, Strey OF. The gulf coast tick: a
review of the life history, ecology, distribution, and emergence as an arthropod
of medical and veterinary importance. J Med Entomol (2010) 47(5):707–22.
doi:10.1603/ME10029
144. Narasimhan S, Rajeevan N, Liu L, Zhao YO, Heisig J, Pan J, et al. Gut microbiota of the tick vector Ixodes scapularis modulate colonization of the Lyme
disease spirochete. Cell Host Microbe (2014) 15(1):58–71. doi:10.1016/j.chom.
2013.12.001

www.frontiersin.org

Tick-borne rickettsiae and rickettsioses

145. Sassera D, Epis S, Pajoro M, Bandi C. Microbial symbiosis and the control of
vector-borne pathogens in tsetse flies, human lice, and triatomine bugs. Pathog
Glob Health (2013) 107(6):285–92. doi:10.1179/2047773213Y.0000000109
146. Zhong J. Coxiella-like endosymbionts. Adv Exp Med Biol (2012) 984:365–79.
doi:10.1007/978-94-007-4315-1_18
147. Williams-Newkirk AJ, Rowe LA, Mixson-Hayden TR, Dasch GA. Characterization of the bacterial communities of life stages of free living lone star
ticks (Amblyomma americanum). PLoS One (2014) 9(7):e102130. doi:10.1371/
journal.pone.0102130
148. Wang J, Weiss BL, Aksoy S. Tsetse fly microbiota: form and function. Front Cell
Infect Microbiol (2013) 3:69. doi:10.3389/fcimb.2013.00069
149. Hasle G. Transport of ixodid ticks and tick-borne pathogens by
migratory birds. Front Cell Infect Microbiol (2013) 3:48. doi:10.3389/fcimb.
2013.00048
150. Dietrich M, Lebarbenchon C, Jaeger A, Le Rouzic C, Bastien M, Lagadec E, et al.
Rickettsia spp. in seabird ticks from western Indian Ocean islands, 2011-2012.
Emerg Infect Dis (2014) 20(5):838–42. doi:10.3201/eid2005.131088

Conflict of Interest Statement: The authors declare that the research was conducted
in the absence of any commercial or financial relationships that could be construed
as a potential conflict of interest.
Received: 26 December 2014; accepted: 18 March 2015; published online: 21 April 2015.
Citation: Eremeeva ME and Dasch GA (2015) Challenges posed by tick-borne rickettsiae: eco-epidemiology and public health implications. Front. Public Health 3:55.
doi: 10.3389/fpubh.2015.00055
This article was submitted to Epidemiology, a section of the journal Frontiers in Public
Health.
Copyright © 2015 Eremeeva and Dasch. This is an open-access article distributed under
the terms of the Creative Commons Attribution License (CC BY). The use, distribution
or reproduction in other forums is permitted, provided the original author(s) or licensor
are credited and that the original publication in this journal is cited, in accordance with
accepted academic practice. No use, distribution or reproduction is permitted which
does not comply with these terms.

April 2015 | Volume 3 | Article 55 | 17

